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TTGGCCTGAC CATCTTTGTG CTGTCTGTCG TCACTATCAT CATCTGCTTC ACCTGCTCCT 180 

GCTGCTGCCT TTACAAGACG TGCCGCCGAC CACGTCCGGT TGTCACCACC ACCACATCCA 24 0 

CCACTGTGGT GC ATG CCC CTT ATC CTC AGC CTC CAA GTG TGC CGC CCA GCT 2 91 
Met Pro Leu He Leu Ser Leu Gin Val Cys Arg Pro Ala 
-15 -10 ~ -5 

ACC CTG GAC CAA GCT ACC AGG GCT ACC ACA CCA TGC CGC CTC AGC CAG 3 39 
Thr Leu Asp Gin Ala Thr Arg Ala Thr Thr Pro Cys Arg Leu Ser Gin 
1 5 10 

GGA TGC CAG CAG CAC CCT ACC CAA TGC AGT ACC CAC CAC CTT ACC CAG 387 
Gly Cys Gin Gin His Pro Thr Gin Cvs Ser Thr His His Leu Thr Gin 
15 20 25 30 

CCC AGC CCA TGG GCC CAC CGG SCT ACC ACG AGA CCC TGG CTG GAG GAG 4 35 
Pro Ser Pro Trp Ala His Arg Xaa Thr Thr Arg Pro TrD Leu Giu Glu 
35 40 " 45 

CAG CCG CGC CCC GGG 450 
Gin Pro Arg Pro Gly 
50 



{2} INFORMATION FOR SEQ ID NO: 194: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 272 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

Cii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Surrenais 

(IX) FEATURE : 

(A) NAME/KEY: other 

(B) LOCATION: 219.. 273 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 85 . .139 
id AA157672 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 219.. 273 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 8 6. .140 
id AA157671 
est 

(ix) FEATURE: 

( A / NAME /KEY : other 
(3) LOCATION: 57 . . 94 



9906548A2_I_> 



"SB 



1 
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(C) IDENTIFICATION METHOD: blastn 
{2} OTHER INFORMATION: identity 94 

. region 10 . .47 
id HUML116 
est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 45. .263 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.6 



M seq LRRLLGCLTLTLS/GR 

i 

Cxi) SEQUENCE DESCRIPTION: SEQ ID NO: 194 • 



AATTGCGTAG TTCCGAATAC CCTCGGCCAC ACCTGGCCTT CTCC ATG CTC GGA ATA 56 

Met Leu Gly lie 
-70 

ACT TCC TGC AGC GAC CAA CAG GCT AAA GAG GGG GAA GGT CTC G\G GGA 104 
Tnr Ser Cys Ser Asp Gin Gin Ala Lys Glu Gly Glu Glv Leu G^u Gly 
-65 -60 * . 55 

TCC AGC ACC GGC TCC TCC TCC GGC AAC CAC GGT GGG AG Z GGC GGA GGA ^ 52 
Ser Ser Thr Gly Ser Ser Ser Gly Asn His Giv Gly Ser Gly Gly Gly 
"50 -45 ' -40 

AAT GGA CAT AAA CCC GGG TGT GAA AAG CCA GGG AAT GAA GCC CGC GGG 200 
Asn Gly His Lys Pro Gly Cys Glu Lys Pro Gly Asn Glu Ala Arg Gly 
"35 -30 -25 

AGC GGG AAT CTG GGA TTC AGA ACT CTG AGA CGT CTC CTG GGA TGT TTA 24 8 
Ser Gxy Asn Leu Gly Phe Arg Thr Leu Arg Arg Leu Leu Giv Cys Leu 
"20 -15 _ 1Q 



ACT TTG ACA CTT TCT GGA AGA ATT 
Thr Leu Thr Leu Ser Gly Arg He 
-5 i 



272 



(2) INFORMATION FOR SEQ ID NO: 195: 

(i) SEQCENCE CHARACTERISTICS: 

(A) LENGTH: 344 base pairs 

(3; TYPE: NUCLEIC AC ID 

{C; STRANDEDNESS: DOU3LE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE : CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Saoiens 
:F) TISSUE TYPE: Brain 



' A } NAME /KEY: other 

' B: LOCATION : 106 . . 157 

■:C! IDENTIFICATION METHOD: blastn 

;:; OTHER INFORMATION: identity 91 
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region 190 . . 271 
id AA103I02 
. esc 

FEATURE: 
(A) NAME /KEY : other 
(3) LOCATION: 60.. 103 
(C) IDENTIFICATION METHOD: blastn 
(D; OTHER INFORMATION: identity 93 

region 14 3 1 91 
id AA103102 
est 

FEATURE : 
(A) NAME /KEY : sig_peptide 
(3) LOCATION: 72.. 122 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.6 

seq ALKLASWTSMALA/AS 

(xi) SEQ'JENCE DESCRIPTION: SEQ ID NO: 195: 



(ix) 



(ix) 



AAATTCCCCG C7ACCGGG7T GCGGCCGGAA GCCGGGCGCC GCGGC7CTGC TTCCCTCGGG 60 

GATCTGGCGA C ATG GCC AGA AAG GCT CTC AAG CTT GCT 7CG 7GG ACC AGC 110 
Met Ala Arg Lys Ala Leu Lys Leu Ala Se: Tro Thr Se- 
"15 -10 ' -5 

ATG GCT CTT GCT GCC TCT GGC ATC TAC TTC TAC AGT A.AC AAG TAC TTG 158 
Met Ala Leu Ala Ala Ser Gly lie Tyr Phe Tyr Ser Asn Lys Tyr Leu 
1 5 lo 

GAC CCT AAT GAC 777 GGC GCT GTC AGG GTG GGC AGA GCA G7T GCT ACG 20 6 
Asp Pro Asn Asp Phe Gly Ala Val Arg Val Gly Arg Ala 7 a 1 A 1 a Thr 
15 20 25 

ACG GCT GTC ATC AGT KAC GAC TAC CTC ACT TCC CTG AAG AGT GTC CCT 25 4 
Thr Ala Val lie Ser Xaa Asp Tyr Leu Thr Ser Leu Lys Val P-o 

30 35 AO 

TAT GGC TCA GAG GAG TAC TTG CAG CTG AGA TC7 AAG GTG CAC CTT CGC 302 
Tyr Gly Ser GIu Glu Tyr Leu Gin Leu Arg Ser Lys Val His Leu Arg 
45 50 55 60 

TCT GCC AGG CG7 CTC 7GT NAR STC TGC TGT GCC AAC CGG GGC 344 
Ser Ala Arg Arg Leu Cys Xaa Xaa Cys Cys Ala Asp. Ara Glv 
65 70 



(2) INFORMA710:; FOP. SZQ ID NO: 196: 

(i) SEQUENCE CHARACTERISTICS: 

(A; LENGTH: 405 base pairs 
(3 TYPE: NUCLEIC ACID 
[Z, STRANDEDNESS: DOUBLE 
(C TOPOLOGY: LINEAR 

in) MOLECULE TYPE: CDMA 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Normal, prostate 

FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 13. .406 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 97 

region 1 . . 394 
id AA284513 
est 

FEATURE: 

(A) NAME /KEY ; other 

(B) LOCATION: 18.. 343 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 98 

region 7 . . 332 
id H99096 
est 

EATURE : 

(A) NAME /KEY : other 
(3) LOCATION: 363 . . 403 

(C) IDENTIFICATION METHOD: blastn 

( D) OTHER INFORMATION: identity 90 

region 355 . . 395 
id H99096 
est 

(ix) FEATURE: 

(A) NAME /KEY: other 
{3} LOCATION: 13. . 371 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 1 . .35 9 
id AA020823 
est 

EATURE: 

(A) NAME/ KEY : other 
(3) LOCATION: 27 . .4 06 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 17 , .396 
id N21197 
est 

FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 24 . . 290 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 11. .277 
id AA083141 
est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 10. . 57* 



I 
1 



(ix) 



(ix) F 



(ix) F 
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(C) IDENTIFICATION METHOD : Von Heijne matrix 

(D) OTHER INFORMATION: score 5.6 

. seq AALPAWLS LQS RA / RS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 196: 



CTCGCAGCC ATG GCG GCC GCC GCG CTC CCA GCA TGG CTG TCT CTG CAG TCG 51 
Met Ala Ala Ala Ala Leu Pro Ala Trp Leu Ser Leu Gin Ser 
-15 -10 -5 

AGG GCA AGG TCT CTG CGT GCA TTC TCC ACT GCC GTC TAC TCG GCC ACT 99 
Arg Ala Arg Ser Leu Arg Ala Phe Ser Thr Ala Val Tyr Ser Ala Thr 
1 5 10 

CCG GTC CCG ACA CCT AGC CTG CCG GAA AGA ACA CCC GGA AAT GAA AGG 147 
Pro Val Pro Thr Pro Ser Leu Pro Glu Arg Thr Pro Gly Asn Glu Arg 
15 20 25 30 

CCA CCA AGN AGA AAG GCA CTA CCT CCT AGG ACA GAG AAA ATG GCT GTT 195 
Pro Pro Xaa Arg Lys Ala Leu Pro Pro Arg Thr Glu Lys Met Ala Val 
35 40 45 

GAC CAG GAC TGG CCT AGT GTT TAC CCA GTT GCA GCA CCA TT3 AAA CCC 2.3 
Asp Gin Asp Trp Pro Ser Val Tyr Pro Val Ala Ala Pro Xaa Lys Pro 
50 55 60 

TCT GCA GTA CCT CTT CCT GTT CGA ATG GGT TAT CCA GTA AAA AAG GGC 291 
Ser Ala Val Pro Leu Pro Val Arg Met Gly Tyr Pro Val Lys Lys Gly 
65 70 75 

GTG CCC ATG GCA AAG GAG GGA AAT CTA GAA CTT TTA AAG ATT CCC AAT 339 
Val Pro Met Ala Lys Glu Gly Asn Leu Glu Leu Leu Lys lie Pro Asn 
80 85 9C 

TTT CTG CAT TTG ACT CCT GTA GCA ATT AAA AAG CAC To 7 GNR GCC CTT 33 7 
Phe Leu His Leu Thr Pro Val Ala lie Lys Lys His Cys Xaa Ala Leu 
95 100 105 110 

AAA GAT TTT TGC ACT GAG 4 05 

Lys Asp Phe Cys Thr Glu 
115 



(2) INFORMATION FOR SEQ ID NO: 197: 

(i) SEQUENCE CHARACTERISTICS: 

(A] LENGTH: 453 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

( D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE : CDMA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

( F ) TISSUE TYPE: Substantia nigra 

FEATURE: 
■A) NAME /KEY: other 
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(B) LOCATION: 92. .455 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: - identity 97 

region 83 . .446 
id W37917 
est 



(ix) FEATURE: 

(A} NAME /KEY : other 
(3) LOCATION: 15.. 95 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 
f| region 5.-85 
V id W37917 

est 



(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 104 . . 455 

(C) IDENTIFICATION METHOD: blastn 

(D] OTHER INFORMATION: identity 97 

region 95 . .4 4 6 
id AA010474 
est 



(A) NAME/KEY : other 
(3) LOCATION: 12.. 95 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 1 . . 8 4 
id AA010474 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: 104.. 314 

(C) IDENTIFICATION METHOD: blastn 

■ D ) OTHER INFORMATION : identity 97 

region 7 9. .239 
id W77834 
est 



(ix) FEATURE: 

(A: NAME /KEY : other 
( B ) LOCATION: 363 . .455 
$ (C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 96 

region 34 5. .4 32 
id W77834 

^ est 



(A) NAME /KEY : other 

(3; LOCATION: 32 . . 106 

iZ) IDENTIFICATION METHOD: blastn 

(D; OTHER INFORMATION: identity 93 

region 6 . . 30 
id W779 34 
est 
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(ix) FEATURE: 

(A) NAME /KEY : other 

£3) LOCATION: 312. .373 . 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 238 . . 349 
id W77834 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION : 103. .392 

<C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 85 . .374 
id N78175 
est 



(ix) FEATURE: 

(A) NAME /KEY : other 

{3} LOCATION: 23. . 94 

(C) IDENTIFICATION METHOD: blastn 

(3) OTHER INFORMATION: identity 98 

region 3 . . 7 4 
id N78175 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 389.. 455 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 37C . .4 36 

id N78175 

est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: 183.. 455 

(C) IDENTIFICATION METHOD: blastn 

CD) OTHER INFORMATION: identity 97 

region 153 . .4 30 
id AA169869 
est 



(ix) FEATURE: 

(A) NAME /KEY : other 

(3; LOCATION: 30.. 95 

(C) IDENTIFICATION METHOD: blastn 

(Dj OTHER INFORMATION: identity 93 

region I . . 66 
id AA169869 
est 



(ix: FEATURE: 

(A 1 : NAME /KEY: other 

( 3 ) LOCATION: 140.. 190 

[Z; IDENTIFICATION METHOD : blastn 

( D, OTHER INFORMATION : identity 38 

region 114. .154 
id AA169369 
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(ix) FEATURE: 

(A) NAME/KEY: other 
{3} LOCATION: 104.. 144 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 77 . .117 
id AA169869 
est 

(ix) FEATURE : 
|j (A) NAME/KEY: sig_peptide 

(B) LOCATION: 118.. 312 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 5.6 

seq CMLTLXXLS FI LA/GL 

Cxi) SEQUENCE DESCRIPTION: SEQ ID NO: 197: 



GTAGTGTTAG ACTGAAGATA AAGTAAGTGC TGTTTGGGCT AACAGGATCT CCTCTTGCAG 60 

TCTGCAGCCC AGGACGCTGA TTCCAGCAGC GCCTTACCGC GCASCCGAAG ATTCACT 117 

ATG GTG AAA ATC GCC TTC AAT ACC CCT ACC GCC GTG CAA AAG GAG GAG 165 
Met Va ^ Lys He Ala Phe Asn Thr Pro Thr Ala Val Gin Lys Glu Glu 
m ~ 65 -60 -55 -50 

GCG CGG CAA GAC GTG GAG GCC CTC CTG AGC CGC ACG GTC AGA ACT CAG 213 
Ala Arg Gin Asp Val Glu Ala Leu Leu Ser Arg Thr Val Arg Thr Gin 
-45 -40 -35 

ATA CTG ACC GGC AAG GAG CTC CGA GTT GCC ACC CAG GAA AAA GAG GGC 261 
He Leu Thr Giy Lys Glu Leu Arg Val Ala Thr Glr. Glu Lys Glu Gly 
-30 -25 -20 

TCC TC7 GGG AGA TGT ATG CTT ACT CTC TTN NVC CTT TCA TTC ATC TTG 309 
Ser Ser Gly Arg Cys Met Leu Thr Leu Xaa Xaa Leu Ser Phe lie Leu 
"15 -10 -5 

GCA GGA CTT ATT GTT GGT GGA GCC TGC ATT TAG AAG TAG TTC ATG CCC 3 57 
Ala Giy Leu He Val Gly Gly Ala Cys He Tyr Lvs Tvr Phe Met Pro 
1 5 10 15 

AAG AGC ACC ATT TAC CGT GGA NAG ATG TGC TTT TTT GAT TCT GAG GAT 4 05 
*3 L V S Ser Thr He Tyr Arg Gly Xaa Met Cys Phe Phe Asp Ser Glu Aso 

20 25 30 

CCT GCA AAT TCC CTT CGT GGA GGA GAG CCT AAC TTC CTG CCT GTG ACT 4 53 
^ ro •"■ 3ri Ser Leu Arg Giy Gly Glu Pro Asn Phe Leu Pro Val Thr 

35 40 45 



(2) INFORMATION FOR SEQ I D MO : 198: 

(i: SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 137 base pairs 
(B; TYPE: NUCLEIC ACID 
[C\ 5TRAMDEDNES5: DOUBLE 
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(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Thyroid 

^ (ix) FEATURE: 

{A) NAME /KEY : other 

(B) LOCATION: 11.. 171 

P (C) IDENTIFICATION METHOD: blastn 

:1 (D) OTHER INFORMATION: identity 93 

■r region 1 . . 161 

id HUM085F04B 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 9. .109 

(C) IDENTIFICATION METHOD: blastn 
!D) OTHER INFORMATION: identity 98 

region I . .101 
id AA143653 
est 



^ (ix) FEATURE: 

1$ (A) NAME/KEY: other 

(3) LOCATION: complement ( 62 1 5 5 ) 
(Ci IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 95 

region 24 . .117 
id H17554 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

( B ) LOCATION: 103.. 185 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 90 

region 139. .221 
id H18908 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 109.. 185 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 133. .209 
id HS5714 

^ est 



(ix) FEATURE: 

A) NAME /KEY: sig_peptide 
3) LOCATION: 11 . .154 

C) IDENTIFICATION METHOD: Von Heijne matrix 

D) OTHER INFORMATION: score 5.6 

seq LLLSFVWMPALLP/ DC 

SEQUENCE DESCRIPTION: SEQ ID NO: 193: 
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AAACCGCGCC ATG ATA GGG TCG GGA TTG . GCT GGC TCT GGA GGC GCA GGT 4 9 

Met lie Gly Ser Gly Leu Ala Gly Ser Gly Gly Ala Glv 
-45 -40 

GGT CCT TCT TCT ACT GTC ACA TGG TGC GCG CTG WTT TCT AAT CAC GTG 97 
Gly Pro Ser Ser Thr Val Thr Trp Cys Ala Leu Xaa Ser Asn His Val 
^ -35 -30 -25 -20 

GCT GCC ACC CAG GCC TCT CTG CTC CTG TCT TTT GTT TGG ATG CCG GCG 14 5 
|| Ala Ala Thr Gin Ala Ser Leu Leu Leu Ser Phe Val Trp Met Pro Ala 

| "15 -10 -5 

CTG CTG CCT GAT GGC CTC CCG CCW TTT GTT GCT ACC CCG ATG 18 7 

Leu Leu Pro Asp Gly Leu Pro Pro Phe Val Ala Thr Pro Met 
^ 1 5 10 



(2) INFORMATION FOR SEQ ID NO: 199: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 463 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

ja -D) TOPOLOGY : LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Lung (cells) 

(ix) FEATURE: 

■:A) NAME /KEY : other 
(3) LOCATION: 15.. 153 
;C) IDENTIFICATION METHOD: blast- 
ID) OTHER INFORMATION: identity 94 

recicn 2 . .137 
id N4 0O5 4 
est 



(ix) FEATURE: 

■ A } NAME /KEY : other 
(3) LOCATION: 217.. 334 

(C) IDENTIFICATION METHOD: 

(D) OTHER INFORMATION: id 



hlastn 
ntity 97 
e g i o n 2 0 2. 



id M40054 
est 



319 



uURE: 



NAME/KEY: other 
LOCATION: 332. . 422 
IDENTIFICATION METH 1 
OTHER INFORMATION: 



)D: b Last n 
identity 90 
regi op. j 1 6 . . 4 06 
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(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 149. .205 . 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 134 . .190 

id N40054 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 217.. 334 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 167 . .284 
id N27721 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 52.. 153 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 96 

region 1 . . 102 
id N27721 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 332.. 415 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 92 

region 231 . . 364 
id N27721 



(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 149.. 205 

(C) IDENTIFICATION METHOD: blastr. 

(D) OTHER INFORMATION : identity 100 

region 99. .155 
id N27721 
est 

(ix) FEATURE* 

(A) NAME /KEY : other 
(3) LOCATION: 6. . 137 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 2 . . 133 
:d W25-4 6 3 



NAME/ KEY: other 
LOCATION: 217 . .296 
IDENTIFICATION METHOD: blastn 
OTHER INFORMATION : : a~-ntity 93 

r-' lion 213. .292 
W2 54 3 3 



(ix) FEATU 

/ - i 
\ ~- , 

(3: 

(c; 

( D 
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est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 143.. 205 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 144 . . 201 
id W25483 
est 



H (ix) FEATURE: 

h (A) NAME /KEY : other 



(B) LOCATION: 25.. 148 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 1 . . 124 
id C17967 
est 

(ix) FEATURE : 

(A) NAME /KEY : other 

(B) LOCATION: 217., 315 

(C) IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION: identity 100 

region 194 . .292 

id C17967 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 143. . 205 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 125. . 132 

id C17967 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(S) LOCATION: 332.. 37 9 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : icenzizy 91 

region 307 .. 35 4 

id C1796" 7 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 4 1. .205 

(C) IDENTIFICATION METHOD: blastn 

( D) OTHER INFORMATION : identity 59 

region I . .165 
id T47061 
e z 

(ix) FEATURE : 

(A) NAME/KEY: other 

(B) LOCATION: 217 . . 334 

(CI IDENTIFICATION METHOD: blastn 
ID) OTHER INFORMATION : 
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region 177. 
id T47061 
est 
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.294 



(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 329.. 369 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 92 

region 288 . . 328 

id T47061 

est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 313.. 366 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
<D) OTHER INFORMATION: score 5.6 

seq LXGFLFXVIVLTS/WI 



(xi) 


SEQUENCE DESCRIPTION: 


SEQ ID NO: 


199: 






AATAACTGAA 


AGTAGCTAAG 


GCACCCCAGC 


CGGAGGAAGT 


GAGC7C7CC7 


'oGGGCGTGGT 


60 


TGTTCGTGAT 


CCTTGCATCT 


GTTACTTAGG 


GTCAAGGCTT 


GGGTCTTGCC 


CCSCAGACCC 


120 


TTGGGACGAC 


CCGGCCCCAG 


CGCASTATGA 


ACCTGGAGCG 


AGTGTCCAAT 


GAGGAGAAAT 


180 


TGAACCTGTG 


CCGGAAGTAC 


TACCTGGGGG 


GGTTTGCTTT 


CCTGCCTTT7 


CTCTGGTTGG 


240 


TCAACATCTT 


CTGGTTCTTC 


CGAGAGGCCT 


TCCTTGTCCC 


AGCCTACACA 


GAACAGAGCC 


300 


AAATCAAAGG 


CT ATG TCT 
Met Ser 


GGC GCT CAG 
Giy Ala Gin 
-15 


CTK HTG GGC TTC CTC 7 
Leu Xaa Giy Phe Leu =■ 
-10 


'TC TGS GTG 

he Xaa Vai 


351 



TTC CAG ATC TAG CG ~. CCC CGC 399 
Phe Gin lie Tvr Ar : Pro Arg 
5 10 



TGG GGG TGC CCT TGG GGA CTA 
Trp Giy Cys Pro Trp Giy Leu 
15 

CCT GAC AAC TTC TGC ACA TAC 
Pro Asp Asn Phe Cys Thr Tyr 
30 



r.:A oTG CTC ACC TCC TGG ATC ACC ATC 
lie Vai Leu Thr Ser Tro lie Thr 1 1 
-5 I 



CCT CTC CT? CAC ATA CCC C7G GGC ACC 
Pro Leu Leu His lie Pro Leu Giy Thr 

20 25 



447 



[2} I M FORMATION FOR SEQ ID NO: 200: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 4 33 base c-jirs 

(3) TYPE: NUCLEIC ACID 

(C; STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Placenta 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 328.. 432 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 15 . .119 

^ id HUMGS0177 3 

^ (ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: complement ( 25 6 .. 309 } 
& (C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 175 . .220 
id HSAAAAJHX 
est 

(ix)' FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: 188.. 274 

(C) IDENTIFICATION METHOD: Von Keijne matrix 
^ (D) OTHER INFORMATION: score 5.6 

§5 seq WFMTVAASGASS/FA 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 200: 



ACGGTTCCGG GCGTTACCAT CGTCCGTGCG CACCGCCCGG CGTCCAGGTG AGTCTCCCAT 60 

CTGCAGAGAC GCGGACGCGC CGGCCCGCAG TTGGCCTGCG GACGCGGTGG ACGGTTTGGC 120 

GCCCACCAGG CGATCAATAC TTTGGATTTT TAATTTCTAG ATTTGGCAAT TCTTCGCTGA 130 

AG T CATC ATG AGC TTT TTC CAA CTC CTG ATG AAA AGG AAG GAA CTC ATT 22 9 
Met Ser ?he Phe Gin Leu Leu Met Lys Arg Lvs Giu Leu He 
-25 -20 

CCC TTG GTG GTG TTC ATG ACT GTG GCG GCG AGT GGA GCC TCA TCT TTC 277 
Pro Leu Val Val Phe Met Thr Val Ala Ala Ser GIv Ala S*r Ser p ne 
-!5 -10 -5 * 1 

GCT GTG TAT TCT CTT TGG AAA ACC GAT GTG ATC CTT GAT CGA AAA AAA 32 5 
Ala Val Tyr Ser Leu Trp Lys Thr Asp Val lie Leu Asp Arg Lys Lys 
5 10 15 



AAT CCA GAA CCT TGG GAA ACT GTG GAC OCT ACT GTA CCT CAA AAG CTT 
Asn Pro Glu Pro Trp Giu Thr Val Asp Pro Thr Val Pro Gin Lys Leu 
20 25 30 



CAA AGG GTA ACG 
Gin Arg Val Thr 
50 



373 



CAA CAA TGG AAA CCC ATT GAA GAG TTG CPA AAT GTC 4 21 
He Thr He Asp. Gin Gin Trp Lys Pro He Giu Glu Leu Gin Asn Val 
35 40 ■ 45 



433 
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■J (2) INFORMATION FOR SEQ ID NO: 201: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 306 base pairs 

(B) TYPE : NUCLEIC ACID 
^ (C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

^ (ii) MOLECULE TYPE: CDNA 

H (vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Lung (cells) 

(ix) FEATURE: 

(A) NAME /KEY : other 

,^ (B) LOCATION: complement ( 2 8 2 4 2 ) 

(CJ IDENTIFICATION METHOD: blastn 
"'. (D) OTHER INFORMATION: identity 100 

region 1 . .215 
id N91097 
est 

(ix) FEATURE: 
H (A) NAME/KEY: sig_peptide 

(B) LOCATION: 103.. 147 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.5 

seq LAHSLLLNEEALA/QI 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 201: 



GCGGGAGGTG GGGCATCCGG GTCTCTTGGT GGCTGCTTCT ACCCCCGGAG CTCAGCTGAT 60 

CTTCCCTTCC AG ACT AC GAG GTGTGAATTT CAAACTTCCG TA ATG GAG TTA GCC 114 

Met Glu Leu Ala 

CAC AGT TTA TTG CTA AAT GAA GAA GCT TTG GCT CAA ATC ACC GAA GCA 162 
His Ser Leu Leu Leu Asn Glu Giu Ala Leu Ala Gin He ?hr Glu Ala 
-10 -5 1 5 

AAA AGA CCA GTT TTC ATC TTT GAA TGG TTG CGA TTT CTT GAT AAA GTC 210 
Lvs Arg Pro Vai ?he He Phe Glu Trp Leu Arg Phe Leu Asp Lys Val 
10 15 20 

TTG GTT GCT GCC AAC AAG ACC GAT GTA AAG GAA AAA CAG AAA AAA CTT 258 
Leu Val Ala Ala Asn Lys Thr Asp Val Lys Giu Lys Gin Lys Lys Leu 

25 30 35 

GTT GAA CAA TTA ACT GGA TTA ATA AGT AGT TCA CCT GGA CCC ACC GGG 30 6 
Val Giu Gin Leu Thr Giy Leu lie S-,r Ser Ser Pro Gly Pro Thr Gly 
40 45 50 



(2) INFORMATION FOR SEQ ID NO: 2 



BNSDOCIO: <WO 990654aA2_l_> 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 325 base pa.irs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : D0U3LE 

(D) TOPOLOGY: LINEAR 



(li) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Prostate 



(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 6.. 322 

(C) IDENTIFICATION METHOD: blastn 

(DJ OTHER INFORMATION : identity 99 

region 15 . . 331 
id H23844 
est 



(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 11. .322 

( C ; IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION: identity 98 

region 21. .332 
id H22656 
est 



(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 12.. 310 

(C; IDENTIFICATION METHOD : blastn 

O: OTHER INFORMATION: identity 99 

region 8 . .306 
id AA036876 
est 

I ix) FEATURE: 

( A ; NAM E / KE Y : other 

(3! LOCATION: 22 . .20 4 

■Id IDENTIFICATION METHOD: blastn 

( D ) OTHER INFORMATION: identity 99 

region 1 . .183 
id WO 57 14 
est 



: RE : 

NAME/KEY: other 

LOCATION: 20 5. . 305 

IDENTIFICATION METHOD: blastn 

OTHER INFORMATION: identity 98 

region 13 3. .23 3 

id W05714 

est 



■MA; NAME /KEY : oth-=r 
;= LOCATION: 4 0 . . 322 
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(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

- region 1 . .283 
id R69117 
est 

(ix) FEATURE: 
^ (A) NAME/KEY: sig__peptide 

^ (B) LOCATION: 56.. 139 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
; ^ (D) OTHER INFORMATION: score 5.5 

H seq LGYLVLSEGAVLA/SS 

M < X1 > SEQUENCE DESCRIPTION: SEQ ID NO: 202: 

^ CTGAAGCCGG AAGCTACCTA TCTGGTAGGG AGCTCCCCCA GCACCGAAGA CTGCG ATG 58 



Met 



tj? GAG AAT GAT GAG CAG GCA GCC AGT GCC ATC TCT GAG C~G GTC AGC ACA 

Glu Asn Asp GIu Gin Ala Ala Ser Ala lie Ser Glu Leu Val Ser Thr 
10 15 20 

GCC TGC GGT TTC CGG CTG CAC CGC GGC ATG AAT GTG CCC TTC AAG CGC 
Ala Cys Gly Phe Arg Leu His Arg Gly Met Asn Val Pro Phe Lys Arg 

25 30 35 

CTG TCT GTG GTC TTT GGA GAA CAC ACA CTG CTG GTG ACG GTG TCA GGA 
Leu Ser Val Val Phe Gly Glu His Thr Leu Leu Val Thr Val Se- Gly 

40 45 50 

CAG AGG GTG TTT GTG GTG AAG A3G GGG 
Gin Arg Val Phe Val Val Lys Arg Gly 
55 60 



106 



ACT TCT GCA CTG ACC CAG GGG CTG GAG CGA ATC CCA GAC CAG CTC GGC 
Thr Ser Ala Leu Thr Gin Gly Leu Glu Arg lie Pro Aso Gin Leu Gly 
-25 -20 -is 

TAC CTG GTA CTG AGT GAA GGT GCA GTG CTG GCG TCA TCT GGG GAC CTG 15< 
Tyr Leu Val Leu Ser Glu Gly Ala Val Leu Ala Ser Ser Gly Aso Leu 
-10 -5 i * 5 



202 



250 



298 



325 



I 



(2) INFORMATION FOR SEQ ID MO: 203: 

<i; SEQUENCE CHARACTERISTICS : 

■A) LENGTH: 4 55 base oairs 
(B? TYPE: NUCLEIC ACID 
>.Z) STRANDEDNES5 : DOU3LE 
TOPOLOGY: LINEAR 

(li) MOLECULE TYPE: CDMA 

(vi) ORIGINAL SOURCE: 

C A) ORGANISM: Hor.o Sapiens 
(F; TISSUE TYPE: ^rair. 

(ix) FEATURE : 

:A; NAME /KEY : other 
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(3) LOCATION: 141 . . 374 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: .identity 99 

region 125. .358 

id N47594 

est 



(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 65.. 135 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 100 

region 4 9. .119 
id N47594 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 
(E) LOCATION: 388. .452 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 374 . .4 36 

id N47594 

est 



(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 131.. 333 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 113. .315 
id AA143062 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: 60.. 137 

(C) IDENTIFICATION METHOD: blastn 

(0) OTHER INFORMATION: identity 97 

region 4 3. .120 
id AA143062 
est 



'EAT ORE : 

(A) NAME/KEY: other 

(3) LOCATION: 323.. 374 

(C) IDENTIFICATION METHOD: blastn 

{ D) OTHER INFORMATION: identity 98 

region 304 . .355 
id AA143062 
est 



(ix) FEATURE: 

{A) NAME /KEY : other 

(3) LOCATION: 338.. 433 

;C) IDENTIFICATION METHOD: blastn 

■D) OTHER INFORMATION: identity 95 

region 37 1. .4 16 
id AA143062 
est 
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(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 60. . 333 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 97 

region 44 . . 317 
id HUM172D06B 
est 

(ix) FEATURE: 
& (A) NAME /KEY : other 

Jp (B) LOCATION: 388.. 434 

J (C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 97 

region 370 . .416 
id HUM172D06B 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION : 2 3.. 61 

(C) IDENTIFICATION METHOD: blastn 
[0) OTHER INFORMATION: identity 97 

region 8 . . 4 6 
id HUM172D063 
est 

f| (ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 60. . 374 

(CJ IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 45 . .359 
id HUM159G083 
est 

(ix) FEATURE: 

( A ) NAME/ KEY: other 
{3} LOCATION: 15 . . 61 

(2) IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 97 

region 1 . . 4 7 
id HUM159G08B 
est 

(ix) FEATURE: 
$ ( A) NAME /KEY : other 

(3) LOCATION: 131 . . 355 

:C} IDENTIFICATION METHOD: blastn 
£ 13) OTHER INFORMATION: identity 98 

§j region 92. . 316 

id N34957 
est 

(!:■:} FEATURE : 

(A) NAME /KEY : other 

' 3} LOCATION: S3 . . 135 

■Z) IDENTIFICATION METHOD: blastn 

:D) OTHER INFORMATION: identity 100 

region 30 . . 97 

id N34957 
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(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 12 . . 104 

iC) IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 5.5 

seq LVGVLWFVSVTTG/PW 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 203: 



AGGTCTCCAA G ATG GCG GCC GCC TGG CCG TCT GGT CCG KCT GCT CCG GAG 50 
Met Ala Ala Ala Trp Pro Ser Gly Pro Xaa Ala Pro Glu 
-30 -25 -20 

GCC GTG ACG GCC AGA CTC GTT GGT GTC CTG TGG TTC GTC TCA GTC ACT 98 
Ala Val Thr Ala Arg Leu Val Gly Val Leu Trp Phe Val Ser Val Thr 
-15 ' -10 -5 

ACA GGA CCC TGG GGG GCT GTT GCC ACC TCC GCC GGG GGC GAG GAG TCG 14 6 
Thr Gly Pro Trp Gly Ala Val Ala Thr Ser Ala Gly Gly Glu Glu Ser 
1 5 10 

CTT AAG TGC GAG GAC CTC AAA GTG GGA CAA TAT ATT TGT AAA GAT CCA 194 
Leu Lys Cys Glu Asp Leu Lys Val Gly Gin Tyr He Cys Lys Asp Pro 
15 20 25 30 

AAA ATA AAT GAC GCT ACG CAA GAA CCA GTT AAC TGT ACA AAC TAC ACA 24 2 
Lys He Asn Asp Ala Thr Gin Glu Pro Val Asn Cys Thr Asn Tyr Thr 
35 40 45 

GCT CAT GTT TCC TGT TTT CCA GCA CCC AAC ATA ACT TGT AAG GAT NCC 2 90 
Ala His Val Ser Cys Phe Pro Ala Pro Asn He Thr Cys Lys Asp Xaa 
50 55 60 

AGT GGC AAT GAA ACA CAT TTT ACT GGG AAC GAA GTT GGT TTT TTC AAG 3 38 
Ser Gly Asn Glu Thr His Phe Thr Gly Asn Glu Val Gly Phe Phe Lys 
65 70 75 

CCC ATA TCT TGC CGA AAT GTA AAT GGC TAT TCC TAC NMT KAG CAG TNN 33 6 
Pro lie Ser Cys Arg Asn Val Asn Gly Tyr Ser Tyr Xaa Xaa Gin Xaa 
80 S3 90 

NWT GTC TCT TTT TCT TGG AT G GTT GGG AGC AGA TCG ATT TTA CCT TGG 4 34 
Xaa Val Ser Phe Ser Trp Mer; Val Gly Ser Arg Ser lie Leu Pro Trp 
95 100 105 110 

ATA CCC TGC TTT GGG TTT GTT 4 55 

He Pre Cys Phe Gly Phe Val 
115 



(2) INFORMATION FOR SEQ ID :iO: 204: 

:i; SEQUENCE CHARACTERISTICS: 

(A; LENGTH: CC'j base pairs 
( P ; TYPE : NUCLEIC ACID 

■;c; stranded::e^j : cou3LE 

,C; TOPOLOG:: LIliEA?. 
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(ii) MOLECULE TYPE : CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 170.. 201 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 157 . . 188 
id AA102919 
est 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 117.. 155 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
{ D ) OTHER INFORMATION: score 5.5 

seq MVLLTMIARVADG/L? 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 204: 



AAGCAGCTGG ATCTCCGGTA ACTGAGACAT AGGGTATAAC TGTTGTCGCG GCGGAGGAAG 60 

TGAGGACGGC GCCAAGGGCC TTCCGGGCCA GTGTTGGATC CCTGTAGTTT GTGAAG ATG 119 

Met 

GTG TTG CTA ACA ATG ATC GCC CGA GTG GCG GAC GGG CTC CCG CTG GCC 167 
Val Leu Leu Thr Met lie Ala Arg Val Ala Asp Gly Leu Pro Leu Ala 
-10 -5 1 

GCC TCG ATG CAG GAG GAC GAA CAG TCT GGC CGG 200 
Ala Ser Met Gin Glu Asp Glu Gin Ser Gly Arg 
5 10 15 



(2) INFORMATION FOR SEQ ID NO: 205: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 434 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRAMDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

ill! MOLECULE TYPE: CDNA 

;vi; ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(?) TISSUE TYPE: Lung (cells) 

{!:■:) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION : 121. .436 

{Cj IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 57 . . 372 
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id AA023107 
est 

(lx) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 194.. 436 

(C) IDENTIFICATION METHOD: blastn 

(0) OTHER INFORMATION: identity 96 

region 157 . . 399 

id AA102919 

u y est 
fl (ix) FEATURE: 

ft (A) NAME/KEY: sig_peptide 

(3) LOCATION: 141 . . 179 

CO IDENTIFICATION METHOD: Von Heijne matrix 
^ (D) OTHER INFORMATION : score 5.5 

seq MVLLTMIARVADG/L? 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 205: 

AACCTCAGCG GGAAGCGGAG ACGCAAGCAG CTKGATCTCC GGTAACTGAG ACATAGGGTA 60 

TAACTGTTGT CGCGGCGG AG GAAGTGAGGA CGGCGCCAAG GGCCTTCCGG GCCAGTGTTG 120 

. GATCCCTGTA GTTTGTGAAG ATG GTG TTG CTA ACA ATG ATC GCC CGA GTG GCG 17 3 

fjj Met Val Leu Leu Thr Me- lie Ala Arg Val Ala 

GAC GGG CTC CCG CTG GCC GCC TCG ATG CAG GAG GAC GAA CAG 7CT GGC 221 
Asp Gly Leu Pro Leu Ala Ala Ser Met Gin GIu Aso Glu Gin Ser Gly 

i s ib 

CGG GAC C7T CAA CAG TAT CAG AGT CAG GCT AAG CAA CTC T7T CGA AAG 2 69 
Arg Asp Leu Gin Gin Tyr Gin Ser Gin Ala Lvs Gin Leu Ph^ Lys 
15 20 25 ' 30 

TTG AA? GAA CAG TCC CCT ACC AGA TGT ACC TTG GAA GCA GGA GCC ATG 317 
Leu Asn ulu Gin Ser Pro Thr Arg Cys Thr Leu :iu Ala Gly Ala Met 
35 40 ' 45 



ACT TTT CAC TAC ATT ATT GAG CAG GGG GTG TGT TAT TTG G77 TTA TGT 
Thr ?ne His Tyr He He Glu Gin Gly Val Cys 7vr Leu val Leu Cys 
50 55 60 



365 



^ GAA GCT GCC TTC CCT AAG AAG TTG GCT TTT GCC TAC CTA GAA GAT TTG 4 13 

Glu Ala Ala Phe Pro Lys Lys Leu Ala Phe Ala Tvr Leu Glu Aso Leu 
65 70 75 



CAC 7: A GAA TTT GAT GAA CAG 
His Ger Glu Phe Asd Glu Gin 
^ " 35 



434 



^FORMATION FOR SZQ ID NO: 206: 



:QUENCE CHARACTERISTICS : 
(A) LENGTH: 4 25 base pairs 
(3) TYPE: NUCLEIC ACID 
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(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(li) MOLECULE TYPE: CDNA 



<vi) ORIGINAL SOURCE: 

(A) ORGANISM: Hono Sapiens 
(?) TISSUE TYPE : Muscle 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 102.. 349 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 36 . . 333 
id AA035208 
est 

(ix) FEATURE: 

(A) NAME /KEY: other 

(3} LOCATION: 21. .95 

(C; IDENTIFICATION METHOD: blastn 

(DJ OTHER INFORMATION: identity 94 

region 7 . . 8 1 
id AA035203 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 363.. 392 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 100 

region 349. .378 
id AA035208 



FEATURE: 

(A) NAME/ KEY : other 

(3) LOCATION: 102.. 291 

;C; ■ IDENTIFICATION METHOD: blastn 

( D; OTHER INFORMATION: identity 100 

region 99. .2S8 
id R97144 
est 



FEATURE: 

(A) NAME/KEY: other 

■;3) LOCATION: 11.. 95 

[C] IDENTIFICATION METHOD: blastn 

\0) OTHER INFORMATION: identity 97 

region 10 . . 94 
id R97144 
est 



FEATURE: 
;A) NAME/KEY: other 
(3! LOCATION: 102.. 392 
SO IDENTIFICATION METHOD: blastn 
OTHER INFORMATION: identity 99 

region 63 . .353 
id H64963 
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iix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 38 . . 95 

(C) IDENTIFICATION METHOD: blastn 

( D ) OTHER INFORMATION : identity 96 

region 1 . . 58 
id H64963 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 102 . . 392 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 32 . . 322 
id W03796 
est 

FEATURE: 
{A} NAME/KEY: other 

(B) LOCATION: 102 . . 356 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 8 6. .340 
id N73170 
est 

(ix) FEATURE: 

(A) NAME /KEY: other 

(3) LOCATION: 17.. 95 

(CJ IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 96 

region 3. . 81 
id N73170 
est 

FEATURE: 
(A) NAME /KEY: sig_peptide 
(3) LOCATION: 117 . . 323 

(C; IDENTIFICATION METHOD: Von Heijne matrix 
( D } OTHER INFORMATION: score 5.4 

seq MMVLSLGIXLASA/SF 

!:-::) SEQUENCE DESCRIPTION: SEQ ID NO: 206: 



GAA3A7GA AGGTAAG7AG AAACCGTTGA TGGGACTGAG AAACCAGAGT TAAAACCTCT 60 

•jGf-.^CTTC T G AG G AC T C A GCiGGAACCA AMCGGGCA.CA GGTTGGCAA.C ACCATC ATG 119 

Met 

A 7IA CA.A GCT GTT CCC AAT GAG AGC ATC ATA GTG CTC CCA TCA AAT 167 
r S-r Gin Pro Val Pro Asp. Glu Thr lie He Val Leu Pro Ser Asn 
-65 -60 -55 

GAA CCC AGC AAC CAG GGG 215 
Giu Pro Thr Asn Gin Gly 



11-3 Asri rhe Ser Gin Ala Glu Lys Pro 
- 5 : - 4 5 
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CAG GAT AGC CTG AAG AAA CAT CTA CAC GCA GAA ATC AAA GTT ATT GGG 263 
Gin Asp Ser Leu Lys Lys His Leu His Ala Glu lie Lvs Val lie Gly 
-35 -30 - -25 

ACT ATC CAG ATC TTG TGT GGC ATG ATG GTA TTG AGC TTG GGG ATC AKT 311 
Thr lie Gin He Leu Cys Gly Met Met Val Leu Ser Leu Gly lie Xaa 
-20 -15 -10 -5 

TTG GCA TCT GCT TCC TTC TCT CCA AAT TTT ACC CAA GTG ACT TCT ACA 35 9 
Leu Ala Ser Ala Ser Phe Ser Pro Asn Phe Thr Gin Val Thr Ser Thr 
15 10 

CTG TTG AAC TCT GCT TAC CCA TTC ATA GGA CCC TTT TTT TTT ATC ATC 4 07 
Leu Leu Asn Ser Ala Tyr Pro Phe He Gly Pro Phe Phe Phe He lie 
15 20 25 

TCT GGC TCT CTA TCA ATC 4 25 

Ser Gly Ser Leu Ser He 
30 



{2} IN FORMATION FOR SEQ ID NO: 207: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 442 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM : Homo Sapiens 
(F) TISSUE TYPE : Placenta 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 27.. 371 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 3 . .34 7 
id W81335 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 369.. 406 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 92 

region 34 6. .33 3 

id W31335 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 4 01.. 4 30 

(Ci IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 379. . 4 l-:t 
id W31335 
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est 



(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 35. .274 

(CJ IDENTIFICATION METHOD: blastn. 

(D) OTHER INFORMATION: identity 100 
.„ s region 1 . .240 

^ id W03593 

est 

i§ fix) FEATURE: 

If (A) NAME /KEY : other 

■5f (B) LOCATION: 274 . . 382 

(C) IDENTIFICATION METHOD: blastn 
(C) OTHER INFORMATION: identity 97 

region 239. . 34 7 

id W03593 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3; LOCATION: 41. ,274 

(C) IDENTIFICATION METHOD: blastn. 

(D; OTHER INFORMATION: identity 99 

region 1 . . 234 

$ id AA156841 

4 est 

fix} FEATURE: 

(A) NAME /KEY : other 

(BJ LOCATION: 274.. 430 

(C; IDENTIFICATION METHOD: blastn 

{DJ OTHER INFORMATION: identity 96 

region 233 . . 339 
id AA156841 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3} LOCATION: 26. .202 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 94 

region 1 . .177 
id W81261 
est 

(ix) FEATURE: 

(A) NAME /KEY: other 

( B ) LOCATION: 188.. 336 

|| {C; IDENTIFICATION METHOD: blastn 

^ (DJ- OTHER INFORMATION: identity 97 

region 162 . .310 

id W81261 

est 

FEATURE: 
(A; NAME /KEY : other 
(3; LOCATION: 34 9. . 4 30 
**i IDENTIFICATION METHOD: blastn 

(0) OTHER INFORMATION: identity 96 
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region 325 . . 406 
id W81261 
est 

(ix) rEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 41 . .273 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 1. .233 
id AA151036 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 273.. 430 

(C) IDENTIFICATION METHOD : blastn 
(D; OTHER INFORMATION: identity 96 

region 232 . . 339 
id AA151036 



PCT/IB98/01222 



(ix) FEATURE: 

(A) NAME /KEY : sig^Deotide 
(3) LOCATION: 38.. 112 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.3 

seq AVTSLLSPTPATA/LA 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 207: 



ATTTTTTTTT CGAGA 



T4 



GCG CTG AGG ACC 
Ala Lea Arg Thr 



GCT AC A GCT CTT 
Aia Thr Aia Leu 
1 

TCC AAA AAC CTC 
Ser Lys Asn Leu 
15 

AAA ATG GAA GGT 
Lys Met Glu GIv 
30 



.CCGGA AGTGAGTGAT CGAAAGC ATG GCG TCG GTG GTG TTG 

Met Ala Ser Val Val Leu 
-25 -20 

CGG ACA GCC GTT ACA TCC TTG CTA AGC CCC ACT CCG 
Arg Thr Ala Val Thr Ser Leu Leu Ser Pro Th- Pro 
-10 _ 5 

GCT GTC AGA TAC GCA TCC AAG AAG TCG GGT GGT AGC 
Ala Val Arg Tyr Aia Ser Lys Lys Ser Gly Gly Ser 
5 10 

GGT GGA AAG TCA TCA GGC AGA CGC CAA GGC ATT AAG 
Gly Gly Lys Ser Ser Gly Arg Arg Gin Gly lie Lys 
20 25 

CAC TAT GTT CAT GCT GGG AAC ATC ATT GCA ACA CAG 
His Tyr Val His Ala Gly Asn lie lie Ala Thr Gin 
35 40 45 



CGC CAT TTC CGC 
Arg His ?he Arg 



: 's Cys Leu Tyr 



TGG CAC CCA GGT GCC CAT GTG GGT GTT GGG AAG VNT 

Trp His Pro Gly Ala His Val Gly Val Gly Lvs Xaa 
50 55 60 

GCC CTG GAA GAG GGG ATA GTC CGC TAC ACT AAG GAG 

Aia Leu Glu Glu Gly He Val Arg Tyr Thr Lys Glu 
70 75 

CAT CCC AGA AAC ACG GAG GCT GTG CRT CTG ATC ACC 



55 



103 



151 



199 



247 



343 



391 
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Val Tyr Val Pro His Pro Arg Asn Thr Glu Ala Val Xaa Leu lie Thr 
80 85 90 

AGG CTG HYC AAG GGT GOT GTG CTC TAC AAG ACT TTT GTC ACG TGG TTC 4 39 

Arg Leu Xaa Lys Giy Ala Val Leu Tyr Lys Thr Phe Val Thr Trp Phe 

95 100 105 



CTG 
Leu 
110 



4 42 



(2) INFORMATION FOR SEQ ID NO: 209: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 425 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) 5TRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDMA 

(vi) ORIGINAL SOURCE: 

;A) ORGANISM: Homo Sapiens 

( F) TISSUE TYPE: Substantia nigra 

(ix) FEATURE: 

(A! NAME /KEY : other 

(3) LOCATION: 10 . . 354 

(C) IDENTIFICATION METHOD: blastn 

( D } OTHER INFORMATION: identity 97 

region 3 . .34 7 
id W31335 
est 



(i:-:) FEATURE: 

{A; NAME/KEY: other 
(3) LOCATION: 331 . .426 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 37 6. .421 

id W81335 

est 



fix) FEATURE: 

(A) MAME/KEf : other 

(3) LOCATION: 352 . . 339 

(C) IDENTIFICATION METHOD: blastn 

{ D ) OTHER INFORMATION: identity 97 

region 34 6. .33 3 

id W3133 5 

est 



■;A. NAME/KEY: other 
\S) LOCATION: 24 . . 257 
.' C; IDENTIFICATION METHOD: blastn 
'.Z, OTHER INFORMATION: identity 99 
£i region I . .234 

id AA 1 5 6 8 4 I 
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est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 257 . .426 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 233 . . 4C2 
id AA156841 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 24.. 256 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 1 . .233 
id AA151036 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 256. .426 

(CJ IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 97 

region 232 . .432 
id AA151036 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 29.. 426 

{CJ IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 16. .-513 
id W69555 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 9.. 13 5 

iC) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 94 

region 1 . .177 
id W81261 
est 

(ix) FEATURE: 

(A) NAME /KEY: other 

(B) LOCATION: 171.. 319 

(C) IDENTIFICATION METHOD: blastn 
■ID) OTHER INFORMATION: identity 97 

region 162 . . 3 1 C 

id W81261 

est 

(ix) FEATURE: 

■A) NAME /KEY : ctir.er 

(2) LOCATION: 332 . . 426 

(C) IDENTIFICATION METHOD: blastn 

■D) OTHER INFORMATION : identity 98 
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region 325 . . 4 IS 

id W8126I 

est 

(ix) FEATURE: 

{A) NAME/KEY: sig_peptide 
{ B ) LOCATION : 21.. 95 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
J# (D) OTHER INFORMATION: score 5.3 

seq AVTSLLSPTPATA/LA 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 208: 



1 



GGAAGTGAGT GATCGAAAGC ATG GCG TCG GTG GTG TTG GCG CTG AGG ACC CGG 53 

Met Ala Ser Val Val Leu Ala Leu Arg Thr Arg 
-25 -20 -15 

ACA GCC GTT ACA TCC TTG CTA AGC CCC ACT CCG GCT ACA GCT CTT GCT 101 
Thr Ala Val Tar Ser Leu Leu Ser Pro Thr Pro Ala Thr Ala Leu Ala 
-10 -5 1 

GTC AGA TAC GCA TCC AAG AAG TCG GGT GGT AGC TCC AAA AAC CTC GGT 14 9 

Val Arg Tyr Ala Ser Lys Lys Ser Gly Gly Ser Ser Lys Asn Leu Giy 
5 10 ' 15 

GGA AAG TCA TCA GGC AGA CGC CAA GGC ATT AAG AAA ATG GAA GGT CAC 197 
Gly Lys Ser Ser Gly Arg Arg Gin Gly lie Lys Lvs Met Glu Gly His 
20 25 " 30 

TAT GTT CAT GCT GGG AAC ATC ATT GCA ACA CAG CGC CAT TTC CGC TGG 24 5 
Tyr Val His Aia Gly Asn lie lie Ala Thr Gin Arg His Phe Arg Trp 
35 40 45 50 

CAC CCA GGT GCC CAT GTG GGT GTT GGG AAG AAT AAA TGT CTG TAT GCC 2 93 
His Pro Giy Ala His Val Gly Vai Gly Lys Asn Lys Cys Leu Tyr Ala 
55 60 * 65 

CTG GAA GAG GGG ATA VWC CGC TAC ACT AAG GAG GTC TAC GTG CCT CAT 34 1 
Leu Glu Glu Giy lie Xaa Arg Tyr Thr Lys Glu Val Tvr Val Pro His 
70 75 'SO 

CCC AGA AAC ACA GAG GCT GTG GAT CTG ATC ACC AGG CTG CCC AAG GGT 33 9 
Pro Arg Asn Thr Glu Ala Val Asp Leu lie Thr Arg Leu Pro Lys Gly 
35 90 95 

GCT GTG CTC TAC AAG ACT TTT GTC CAC GTG GTT CCT 4 25 

Ala Val Leu Tyr Lys Thr Phe Val His Val Val Pre 
100 105 110 



12; INFORMATION FOR SEQ ID MO: 209: 

:i) SEQUENCE CHARACTERISTICS: 

■;A; LENGTH: 39c base pairs 
■BJ TYPE: NUCLEIC ACID 
( Z ) 3TRANDEDMESS : DOUBLE 
(0; TOPOLOGY: LINEAR 

Ui) MOLECULE TYPE: CDMA 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
( F) TISSUE TYPE: Brain 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 97 . . 32 9 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 100 

region 89. . 321 
id W68068 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 342.. 399 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION : identity 100 

region 33-1 . . 391 

id W68063 

est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3} LOCATION: 4 7 . .95 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 100 

region 40. . 88 
id W68063 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 7 . . 50 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 95 

region 1 . . 4 4 
id W68063 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 94 . .32 9 

(C) IDENTIFICATION METHOD: biastn 

{ D ) OTHER INFORMATION: identity 99 

region 73 . .313 
id H72445 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 47 . . 94 

■:C) IDENTIFICATION METHOD: blastr. 

' D } OTHER INFORMATION: identity 10C 

region 32 . ,79 
id H72445 
est 

FEATURE: 
■;a; NAME/KEY: other 



_9906548A2_I_> 



WO 99/06548 lin 

J1U PCT/IB98/01222 

<B) LOCATION : 15. .50 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFO RELATION : identity 94 

region 1 . . 36 
id H72445 
est 

fix) FEATURE; 
^ (A) NAME /KEY : other 

(B) LOCATION: 364 . , 393 
& (C) IDENTIFICATION METHOD: blastn 

I (D) OTHER INFORMATION: identity 90 

f| region 349. . 378 

id H724 4 5 
est 

^ (ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 47.. 298 

n (C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 99 

region 62. . 313 
id AA033574 
est 

(ix} FEATURE: 
^ (A) NAME /KEY : other 

§! (3) LOCATION: 296.. 329 

■>* (C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity *100 

region 312. . 345 
id AA08357^ 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3} LOCATION; 106.. 329 

(C) IDENTIFICATION METHOD: blastn 
(0) OTHER INFORMATION: identity 99 

region 97 . . 320 
id AA157676 
est 

dx) FEATURE : 

(A) NAME/KEY: other 
(3) LOCATION: 12 . . 99 
t« (C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 92 

region 3 . . 90 
id AA157 67 6 

■iix; FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: 342.. 399 

;C; IDENTIFICATION METHOD : bUstr 

id OTHER INFORMATION : identity 100 

region 333 . . 390 
id AA157676 
est 



BNSDOCIO: <WO 9906548A2_I_> 



WO 99/06548 



311 



PCT/IB98/01222 



(i:<) FEATURE : 

(A) NAME/KEY: other 
(3) LOCATION: 94.. 329 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 86 . .321 
id R70112 
est 

(ix) FEATURE: 

(A) NAME/ KEY : other 

(B) LOCATION: 47.. 94 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 40 . .87 
id R70112 
est 



(ix) FEATURE : 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 111.. 281 

(C) IDENTIFICATION METHOD: Von Heijne natri 



(D) OTHER INFORMATION: 



score 5 . 3 

seq AIALATVLFLIGA/F: 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 209: 



ATGAGTGGCA CTTAAGCGGG CCATGCCATG CAACCTTGGG CGCTGCCAAC CGTGGGCGAG 60 

CTCTGGGTGT GCGGGCGGCC TGGCGCGGCG CTCCGCTGTG TCAGCGTGTT ATG ATG 116 

Met: Met 

CCG TCC CGT ACC AAC CTG GCT ACT GGA ATC CCC AGT AGT AAA. GTG AAA 164 
Pro Ser Arg Thr Asn Leu Ala Thr Gly He Pro Ser Ser Lvs Val Lys 
~ 55 "50 -45 " -40 

TAT TCA AGG CTC TCC AGC ACA GAC GAT GGC TAC ATT GAG CTT CAG TTT 212 
Tyr Ser Arg Leu Ser Ser Thr Asp Asp Gly Tyr He Aso Leu Gin Ph- 
-35 -30 " -25 

AAG AAA ACC CCT CCT AAG ATC CCT TAT AAG GCC ATC GCA CTT GCC ACT 2 60 
Lys Lys Thr Pro Pro Lys He Pro Tyr Lys Ala He Ala Leu Ala Thr 
"20 -15 -io 

GTG CTG TTT TTG ATT GGC GCC TTT CTC ATT ATT ATA GGC TCC CTC CTG 308 
Val Leu Phe Leu He Gly Ala Phe Leu He lie lie Glv Se- L-u Leu 
-5 1 5 

CTG TCA GGC TAC ATC AGC AAA GGG GGG GCA GAC CGG GCC GTT CCA GTG 35 6 
Leu Ser Gly Tyr lie Ser Lys Gly Gly Ala Asd Arg Ala Val -'-^ Vai 
10 15 20 25 

CTG ATC ATT GGC ATT CTG GTG TTC CTA CCC GGA TTT TAC CAC 398 
Leu He lie Glv lie Leu Val Phe Leu Pro Gly pre Ty- 
30 35 



(2) INFORMATION FOR SEQ ID NO: 210: 
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(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 355 base pairs 

(3) TYPE: NUCLEIC ACID . 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Testis 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 19.. 351 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 12 . .34 4 
id W22200 
est 

(ix) FEATURE: 

{ A) NAME /KEY : other 
(3} LOCATION: 22. .351 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 1 . .330 
id R87595 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 111. .287 

(C) IDENTIFICATION METHOD: blastr. 

( 0) OTHER INFORMATION : identity 9" 1 

region 110. .28 6 

id R88526 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: I.. 112 

(CJ IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region I . .112 
id R83526 
est 

(ix) FEATURE: 

(A) NAME/ KEY : other 

(3) LOCATION : 113.. 331 

(C) IDENTIFICATION METHOD: blastr: 

O) OTHER INFORMATION: identity 100 

region 96. . 309 

id AA031349 

est 



(A) NAME /KEY : other 
(3) LOCATION: 23. . 112 



(C) IDENTIFICATION METHOD: blastr 



BNSDOCIO: <WO 9906548A2_I_> 



WO 99/06548 313 

(D) OTHER INFORMATION: identity 91 

region 7 . . 91 
id AA031849 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
jg (BJ LOCATION: 111.. 351 

* (C) IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION: identity 95 
|jj region 49. .289 

f& id T08643 

w est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 63.. 114 

(C) IDENTIFICATION METHOD: blastn 

^ (D) OTHER INFORMATION: identity 98 

region 2. .53 
id T08643 
est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 242,. 286 

I IDENTIFICATION METHOD: Von Heijne matrix 

» (D) OTHER INFORMATION: score 5.6 

seq LILSLQVCRPATL/DQ 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 210: 



PCT/IB98/01222 



GAAAATTGAA ACTGAGTGGC CCACGATGGG AAGASGGGAA AGCCCAGGGG TACAGGAGGC 
CTCTGGGTGA AGGCAGAGGC TAACATGAGG TTCGGAGCGA CCTTGGCCGT TGGCCTGACC 



60 
120 

ATCTTTG7CC TGTCTGTCGT CACTATCATC ATCTGCTTCA CCTGCTCCTG CTGCTGCCTT 180 
TACAAGACGT GCCGCCGACC ACGTCCGGTT GTCACCACCA CCACATCCAC CACTGTGGTG 



C Sit P-n f" f TC AGC CTC CAA GTG TGC CGC C ^A GCT ACC CTG GA~ 

Met P.o Leu lie Leu Ser Leu Gin Val Cys Arg Pro Ala Thr Su Aso 

"10 _ c 



240 
289 



CAG CAC CCT ACN NAC CAG 



i Gin His Pro Thr Xaa Gin 355 

20 



(2) 



INFORMATION FOR SEQ ID NO: 211: 

U> SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 400 base pairs 

(B) TYPE: NUCLEIC ACID 
(Ci STRANDEDNES3: DOUBLE 
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(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE : CDNA 

(vi) ORIGINAL SOURCE; 

(A) ORGANISM : Homo Sapiens 
<F) TISSUE TYPE: Testis 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 49.. 395 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 12 . . 358 
id W22200 
est 

(ix) FEATURE: 

(A) NAME /KEY: other 

(B) LOCATION: 52.. 383 

(C) IDENTIFICATION METHOD: blastn 
(0) OTHER INFORMATION: identity 98 

region 1 . .332 
id R37595 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 141.. 317 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 110. .286 

id R88526 

est 

(ix) FEATURE : 

(A) NAME /KEY : other 

(B) LOCATION: 31. .142 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 1 . . 112 
id R98526 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 148.. 361 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 96. . 309 
id AA031849 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
O) LOCATION: 58.. 142 

(C) IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION: identity 94 

region 7 . . 91 
id AA03184 9 



WO 99/06548 3l5 

(ix) FEATURE: 

(A) NAME /KEY ; other 

(B) LOCATION: 141.. 395 

fC) IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION : identity 96 

region 49. . 303 

tig id T08643 

est 

(ix) FEATURE: 
|j (A) NAME /KEY : other 

H (B) LOCATION: 93.. 144 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 2 . . 53 
id T08643 
est 

: ' s ' (ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 272. .316 

(C) IDENTIFICATION METHOD : Von Heijne irac-v 

(D) OTHER INFORMATION : score 5.6 ' 

seq LILSLQVCRPATL/DQ 
| (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 211: 

AGATTTGCTT TCTTTTTCTC CAAAAGGGGA GGAAATTGAA ACTGAGTGGC CCACGATGGG 60 

AAGAGGGGAA AGCCCAGGGG TACAGGAGGC CTCTGGGTGA AGGCAGAGGC TAACATGGGG 120 

TTCGGAGCGA CCTTGGCCGT TGGCCTGACC ATCTTTGTGC TGTCTGTCGT CACTATCATC 180 

ATCTGCTTCA CCTGCTCCTG CTGCTGCCTT TACAAGACGT GCCGCCGACC ACGTCCGGTT 240 
GTCACCACCA CCACATCCAC CACTGTGGTG C ATG CCC CTT ATC CTC AGC CTC 



PCT/IB98/01222 



Met Pro Leu lie Leu Ser Leu 
" 15 -10 



292 



cTn ^ o CA GCT ACC CTG GAC CAA GCT ACC AGG GOT ACC ACA 340 

Gin V 3i C ys Arg Pro Ala Thr Leu Asp Gin Ala Thr Arg Ala Thr Thr 

1 T 



CCA TGC CGC CTC AGC CAG GGA TGC CAG CAG CAC CCT ar- R ™ 
Pro Gys Arg Leu Ser Gin Gly Cys Gin His Pro £ oT, 5s sV: ™ 

15 20 



ACC CAC CTT GGG 

Thr His Leu Gly 400 
25 



(2) INFORMATION FOR SEQ ID NO: 212: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 441 base oair, 
(3) TYPE: NUCLEIC ACID 
(CJ 5TRANDEDMESS : DOUBLE 
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(D) TOPOLOGY: LINEAR 



PCT/IB98/01222 



(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Brain 



(ix) FEATURE: 

(A) NAME /KEY : Other 
(3) LOCATION: 175.. 443 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 95 

region 152 . . 420 
id AA146275 
est 



(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 175.. 443 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

region 152 . . 420 
id AA146400 
est 



(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 199.. 402 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.2 

seq GVLLLLSSIHFQC/RR 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 212: 



ATTTTTCAAG ACCGTACTAG GTAGATGGTC AATTAGAGTT CCCAGGGTTT GAAGCCTGTA 60 

ACTGCTGCCG CCGCTCAAGC CCTCCAGAGC ATTGCTACGG CTGCTGCCCT TGTACTACTA 120 

CCTCCAAATA CGTTCTTGCT GGTAGTGGCG GCAGCAGGAC CAATTACCTC TTTTTTGCTC 180 

TCCCTCGAGA AGCTCCAG ATG GCG TCT TCC GTG GGC AAC GTG GCC GAC AGC 231 

Met Ala Ser Ser Val Gly Asn Val Ala Asp Ser 
-65 -60 



ACA GAA CCA ACG AAA CGT ATG CTT TCC TTC CAA GGG TTA GCT GAG TTG 27 9 
Thr Glu Pro Thr Lys Arg Met Leu Ser Phe Gin Gly Leu Ala Glu Leu 
-55 -50 -45 

GCA CAT CGA GAA TAT CAG GCA GGA GAT TTT GAG GCA GCB GAG AG A CAC 327 
Ala His Arg Glu Tyr Gin Ala Gly Asp Phe Glu Ala Ala Glu Arg His 
-40 -35 -30 

TGC ATG CAG CTC TGG AG A CAA GAG CCA GAC AAT ACT GGT GTG CTT TTA 37 5 
Cys Met Gin Leu Trp Arg Gin Glu Pro Asp Asn Thr Gly Val Leu Leu 
-25 -20 -15 -10 

TTA CTT TCA TCT ATA CAC TTC CAG TGT CGA AGG CTG GAC AGA TCT GCT 4 23 
Leu Leu Ser Ser lie His Phe Gin Cvs Arg Arg Leu Asd Arg Ser Ala 
-5 1 5 
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CAC TTT AGC ACT CTG GCA 

His Phe Ser Thr Leu Ala A4X 
10 



^ (2} INFORMATION FOR SEQ ID NO: 213: 

(i) SEQUENCE CHARACTERISTICS • 
g (A) LENGTH: 377 base pairs 
I (3) TYPE: NUCLEIC ACID 
fp (C) STRANDEDNESS : DOUBLE 

(DJ TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(?) TISSUE TYPE: Brain 

(i:<) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 62.. 237 

(C) IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION : identity 98 

H region 43. .218 

id AA134795 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 268 . . 379 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 248 . . 359 
id AA134795 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 19.. 65 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity ICO 

region 1 . . 47 

& id AA134795 

est 

(i:<) FEATURE: 
^ (A; NAME /KEY : other 

' :3 ' LOCATION : 62. .24 7 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 43. .228 
id AA134712 
est 

(ix.) FEATURE: 
^ ■ A ; NAME/ KEY : other 

(3) LOCATION: 24 3. . 37 9 

IDENTIFICATION METHOD: blastn 
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(D) OTHER INFORMATION: identity 97 

region 225 . . 361 
id AA134712 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 19.. 65 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 1 . . 47 
id AA134712 
est 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 48.. 329 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5 

seq VILQLQFLFDVLQ/KT 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 213: 



ATTTGATAGG CGCCGGGCAG CTGAGCTGGT AGGAGGACCA GACGGGG ATG TTC GGC 56 

Met Phe Gly 

TCC GCC CCC CAG CGT CCC GTG GCC ATG ACG ACC GCT CAG AGG GAC TCC 104 
Ser Ala Pro Gin Arg Pro Val Ala Met Thr Thr Ala Gin Arg Aso Ser 
-90 -85 -80 

CTG TTG TGG AAG CTC GCG GGG TTG CTG CGG GAG TYY GGG GAT GTG GTC 152 
Leu Leu Trp Lys Leu Ala Gly Leu Leu Arg Glu Xaa Gly Asp Val Val 
" 7 5 -70 -65 -60 

CTG TCT GGC TGT AGC ACC CTG AGC CTG CTG ACT CCC ACA CTG CAA CAG 200 
Leu Ser Gly Cys Ser Thr Leu Ser Leu Leu Thr Pro Thr Leu Gin Gin 
-55 -50 -45 

CTG AAC CAC GTA TTT GAG CTG CAC CTG GGG CCA TGG GGC CCT GGC CAG 24 8 
Leu Asn His Val Phe Glu Leu His Leu Gly Pro Trp Gly Pro Gly Gin 
-40 -35 -30 

ACA GGC TTT GTG GCT CTG CCC TCC CAT CCT GCC GAC TCC CCT GTT ATT 296 
Thr Gly Phe Val Ala Leu Pro Ser His Pro Ala Asp Ser Pro Val He 
-25 -20 -15 

CTT CAG CTT CAG TTT CTC TTC GAT GTG CTG CAG AAA ACA CTT TCA CTC 34 4 
Leu Gin Leu Gin Phe Leu Phe Asp Val Leu Gin Lys Thr Leu Ser Leu 
-10 -5 i 5 

AAG CTG GTC CAT GTT GCT GGT CCT GGC CCC ACA 37 7 

Lys Leu Val His Val Ala Gly Pro Glv Pro Thr 
10 ^ 15 



[2) INFORMATION FOR SEQ ID NO: 214: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 336 base oairs 
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(B) TYPE: NUCLEIC ACID 
{C} STRANDEDNESS: DOUBLE 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 
^ (A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Brain 

-jl (ix) FEATURE: 

p (A) NAME/KEY: other 

P (B) LOCATION: 80.. 331 

r ' (C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 98 

region 61 . .312 

# id N23581 

est 

(ix) FEATURE: 
.,• (A) NAME/KEY: other 

(B) LOCATION: 19.. 95 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 94 

region 1 . . 77 
id N23581 

H est 

i (ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 328.. 387 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 98 

region 310 . .369 

id N23581 

est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 158. .331 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 100 

region 119. .292 
id AA088606 
est 

% (ix) FEATURE: 

(A) NAME /KEY : other 
(3} LOCATION: 328. .387 
(C) IDENTIFICATION METHOD: biastn 
■| (DJ OTHER INFORMATION: identity 98 

region 290 . . 349 
id AA088606 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 100.. 156 

.... (C) IDENTIFICATION METHOD : biastn 

{0) OTHER INFORMATION: identity 95 

region 62 . . 118 
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id AA088606 
est 

(ix) FEATURE; 

(A) NAME /KEY : other 

(3) LOCATION: 52. .103 

(C) IDENTIFICATION METHOD : blastn 

(0) OTHER INFORMATION: identity 96 

region 13. .64 
id AA088606 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: complement ( 4 7 . . 331 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 234 . . 51E 
id HSGT511 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: complement ( 328 . .387) 
(C) IDENTIFICATION METHOD: blastn 
iO) OTHER INFORMATION: identity 96 

region 177. .236 
id HSGT511 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 90.. 331 

(C) IDENTIFICATION METHOD: blastn 

(0) OTHER INFORMATION : identity 91 

region 73 . .314 
id W89716 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 330., 387 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 314 . . 371 
id W89716 
est 

(ix) FEATURE: 

(A) NAME/ KEY: other 

(3) LOCATION: 99.. 331 

(CJ IDENTIFICATION METHOD: blastn 

:3) OTHER INFORMATION : identity 91 

region 118 . . 350 

id W42358 

est 

(ix) FEATURE: 

:.-■) NAME /KEY : other 

;3) LOCATION: 330. ,387 

=C) IDENTIFICATION METHOD: blastn 
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(D) OTHER INFORMATION: identity 93 

region 350 . . 407 
id W42358 
est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION : 120. .377 

(C) IDENTIFICATION METHOD : Von Heijne matrix 

(D) OTHER INFORMATION: score 5 

M se q LILVGTSKHVAFG/KI 



Is 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 214: 

AGTACATCCG GCGAGTAGCT GGCGGTCCCG GGTGCTGCTG G7TAGTGTGC TCTGAGGGAG 60 
GGTCCGAGCC AGCCGCTGTT TTGCCGGAGG AGCCCCTCAG GCCGTAGTAA GCATTAATA 119 
ATG TCT TTC ATC TTT GAG TGG ATC T*C AAT ccr --r — - .r- 

H. t s r P „, IU P „« Glu „. Ty f »J £c --J ~- ~c, ore CTC l67 

~ 8 0 — 7 ^ 



CAG TTC CTA GGA CTG TAC A.-.G AAA TCT GGA AAA C"~ G~i ~t C — 

?S ^ LSU T £ ^ S ^ S« Gly Lys Leu Vai" P^e ^ Gly 



215 



-55 



TTG GAT AAT GCA GGC AAA ACC ACT CTT CTT CAC — r— ^ ^ 

«■» * s " «• «j ^ «. *« u. e "» & £ £ 263 

-50 _ 45 



-40 



AGA TTG GGC CAA CAT GTT CCA ACA CTA CAT CCG -~ — — r- 

Ar, Leu Gly Gin His Val P ro T hr Leu S S ^ s£ Giu ct SI ^ 

- 3 0 - P 5 

ACA ATT GCT GGA ATG ACC TTA CAA r T T TTG A - r ™.- _ _ n 

Thr lie Ala Giy Mst Thr Le, Leu J™ ™ ^ - ^ £ JGC 359 



AAG CAC GTC GCG TTT GGA AAA ^tt atc 

Lys His Val Ala ?h 9 Gly Lys He He 336 



(2) INFORMATION FOR SEQ ID >;0 : 215: 

(i) SEQUENCE CHARACTERISTICS: 

(A} LENGTH: 321 base pai-s 
(2) TYPE: NUCLEIC ACID 
(C) 5TRANDEDMES3: DOUBLE 
(DJ TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDMA 

(vl) ORIGINAL SOURCE: 

(A) ORGANISM : Homo Saoiens 
(c) TISSUE TYPE : Cancerous prosta- 
tic FEATURE: 

'A; NAME /KEY : o:ner 
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<B) LOCATION: 7 4 . . 179 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 99 

region 78 . . 193 
id W42807 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 176. .261 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 181. .266 

id W42807 

est 

(ix) FEATURE: 

{A) NAME/KEY: other 

(3) LOCATION: 1. .74 

(C) IDENTIFICATION METHOD: blastn 

O) OTHER INFORMATION : identity 97 

region 4 . . 77 

id W42SC^ 

est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 262.. 291 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 263 . . 297 

id W42807 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 73. .321 

(C; IDENTIFICATION METHOD: blastr. 

(D) OTHER INFORMATION: identity 93 

region 5 4. .297 

id W44615 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 23 . . 61 

(C! IDENTIFICATION METHOD: blastn 

C; OTHER INFORMATION : identity 100 

region 1 . .34 

id W44615 

est 

(ix! FEATURE: 

( A ; NAME /KEY : other 

(3) LOCATION: 5 5. . 321 

{C> IDENTIFICATION METHOD: blastn 

(Di OTHER INFORMATION: identity 99 

region 1 . .267 

id W69940 

est 
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(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 57.. 255 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 100 

region 1 . .199 
id W16769 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 255. .321 
CC} IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 100 

region 193 . . 264 
id W16769 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 7 , . 195 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 1 . .189 
id N46069 
est 

$1 (ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 222.. 290 

(C) IDENTIFICATION METHOD: blastn 

( D) OTHER INFORMATION : identity 100 

region 185 . .253 

id N46069 

est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3; LOCATION: 195. . 300 

(C) IDENTIFICATION METHOD: Von Heijr.e matrix 
<D) OTHER INFORMATION: score 5 

seq WYSTVGLLPPVRA/MS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 215: 

AAAGACGCTC ACGGGCGCGC GGACTATCGG GCGGCTAGGC TCTCTGAGGA GGCTGCCACA 60 

GTGAAGCAAC CGTGACAAGT GGTGCCCGAC CAGGGACCTG AACGAGGAAG GTCTGCCAGA 120 

"vl GCAGAGAAAG TGAAACTGAT CAGACGAACT ACGAACCCCT G G AC GG GAG A GTCTGCCGGC 180 

GGAGAATATA AG GAG ATG GAC AAA CCG TGT GGG TGC CCT CCA GGT GTG TGT 231 
Met Asp Lys Pro Cys Gly Cys Pro Pro Giy Val Cys 
-35 -30 -25 

GAC CAT GGA ACG GGA GAC CGG AGG GAT CCA TGG TAT TCA ACC GTG GGC 27 9 
Asp His Gly Thr Gly Asp Arg Arg Asp Pro Trp Tyr Ser Thr Val Gly 
-20 . -15 -10 



CTG TTA CCT CCA GTA CGA ZZC ATG AGC CAG CGG AAT CTG AAT 321 
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Leu Leu Pro Pro Val Arg Ala Met Ser Gin Arg Asn Leu Asn 
" 5 1 5 



(2) INFORMATION FOR SEQ ID NO: 216: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 426 base pairs 

(B) TYPE : NUCLEIC ACID 

£ < C > STRANDEDNESS : DOUBLE 

fj (D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE : CDNA 

(vi) ORIGINAL SOURCE: 
t§ (A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Testis 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 220. . 386 

(C) IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION: identity 97 

region 161,. 327 
id H07981 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 58 . . 211 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 2 . .155 
id H07981 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 214.. 376 

!C) IDENTIFICATION METHOD: blastn 

;3) OTHER INFORMATION: identity 9-i 

region 193 . . 355 

id R59645 

est 

% (ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 108.. 208 
(C) IDENTIFICATION METHOD: blastn 
| (0) OTHER INFORMATION: identity 99 

region 88 . . 188 
id R59645 
est 

(i:-:) FEATURE: 

lA; NAME /KEY : other 
(3) LOCATION : 28 . . 107 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 9. .33 
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id R59645 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 220.. 426 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

% region 163 . . 369 

id H19239 

% (ix) FEATURE: 

% (A) NAME/KEY: other 

(B) LOCATION: 115.. 220 

(C) IDENTIFICATION METHOD: blastn 
^ (D) OTHER INFORMATION: identity 95 

>J ' C region 59 . .164 

id H19239 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION : 53 . . 107 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 92 
j«j region 2 . . 5 1 
H id K19239 

-ii est 

(ix) FEATURE : 

(A) NAME/KEY: other 
(3) LOCATION: 32. .209 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 98 

region 1 . . 1 7 3 
id AA096397 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION : 337. .371 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 97 

region 2 96.. 330 
id AA096 3 97 

df§ est 

(ix) FEATURE: 

(A) NAME/KEY: other 
'I (3) LOCATION: 237.. 266 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 203 . .232 
id AA096397 
est 

(ix) FEATURE: 

{ A ) NAME / KEY : other 

(3) LOCATION: 212.. 345 

(C) IDENTIFICATION METHOD: blastn 
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CD) OTHER INFORMATION: identity 93 

region 145. .278 
.id W05578 
est 

(i>:> FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 125.. 187 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 59. . 121 
id W05578 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 68.. 124 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 100 

region 1 . . 57 
id W05578 
est 

Ux) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 25. .132 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5 

seq ARALAALVPGVTQ/VD 

(>:ii SEQUENCE DESCRIPTION: SEQ ID NO: 216: 

AGTTTCCGGT TCGCCTCCGG AGCC ATG GCG GCG GCA CTG AAG TGT CTA CTG 51 

Met Ala Ala Ala Leu Lvs Cvs Leu Leu 
-35 -30 



ACA TTA GGA AGA TGG 7GC CCC GGC CTT GGA CTG GCT CCC CAG GCC CGG 

Thr Leu Gly Arg Trp Cys Pro Gly Leu Glv Val Ala Pro Gin Ala A^g 
"25 -20 - 15 

GCG CTC CCC GCC TTA CTA CCC GGA GTG ACC CAG GTA GAT AAC A-.G TCC 

Ala Leu Ala Ala Leu Val Pro Gly Val Thr Gin Val Asp Asn Lvs Ser 
~-° " 5 1*5 

GGT TTC CTG CAG AAG AGG CCT CAT CGC CAG CAC CCT GGC A~C p^ G 

Gly ?r.e .ueu Gin Lys Arg Pro His Arg Gin His Pro Gly 1^ L-u Lvs 
10 15 20 ' 

CTG CCG CAC GTG CGG CTG CCA CAG GCA CTG GCT AAC GGT GCC C-G TT* 

Leu Pro His Val Arg Leu Pro Gin Ala Leu Ala Asn Gly Ala G'n Leu 
25 30 35 



T:G CTA CTT GGG AGC GCT CGG CCC ACT ATG GAG AAT CAG GTG CAA AC 
ueu .eu Leu Gly Ser Ala Gly Pro Thr Met Glu Asn Gin Val G-n Th 

^ 50 



_ A GG AGA CAT TTC CCT GTA GAG CCA GAS GAG 
ryr Leu . rp Ser Arg His Leu Pro Val Glu P — Xaa Giu 
60 65 



99 



147 



195 



243 



291 



339 
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TTG CAA AG A CGG GCT ARG CAT CTT GAG AAA AAA TTC CTG GAA AAC CCA 
Leu Gin Arg Arg Ala Xaa His Leu Glu Lys Lvs Phe Leu Glu Asr. Pro 
70 75 . 80 85 



387 



GAC TTA TCT CAG 5\CA GAG GAG AAA CTT CGT GGA GCA GGG 
Asp Leu Ser Gin Thr Glu Glu Lys Leu Arg Gly Ala Gly 
90 95 



426 



(2) INFORMATION FOR SEQ ID NO: 217: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 381 base pairs 

(B) TYPE: NUCLEIC ACID 
{C} STRANDEDNESS: DOUBLE 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

{A) NAME/KEY: other 

(B) LOCATION: 184.. 374 

<C) IDENTIFICATION METHOD: biastn 
(D) OTHER INFORMATION: identity 98 

region 160 . . 350 
id AA045902 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 47.. 130 

(C) IDENTIFICATION METHOD: biastn 

{ D ) OTHER INFORMATION: identity 100 

region 24 . .107 
id AAC4 5902 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 124.. 173 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 94 

region 100 ..149 
id AA045902 
est 

(;;■:) FEATURE: 

(A) NAME/ KEY : other 

(B) LOCATION: 27.. 173 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 100 

region 13 . .159 
id H 4 5 3 5 3 
est 

(ix) FEATURE : 
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(A) NAME/KEY: other 

{3) LOCATION : 134.. 282 

(C) IDENTIFICATION METHOD : blastn 

<D) OTHER INFORMATION: identity 98 

region 170. .268 

id H45853 

est 



fix) FEATURE : 

(A) NAME/KEY: other 
(3) LOCATION: 281.. 376 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 268 . . 363 

id H45858 

est 

fix) FEATURE: 

(A) NAME /KEY : other 
(8) LOCATION: 5.. 130 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 22 . .147 
id W42908 
est 



(i:<) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 184., 267 

CO IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION: identity 90 

region 200 . . 283 

id W42908 

est 



(i:<) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 305.. 361 

(C) IDENTIFICATION METHOD: blastn 

<D) OTHER INFORMATION: identity 100 

region 325 . .391 

id W4 2 908 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 124. .173 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 92 

region 140 . . 189 

id W42908 

est 



ii:<) FEATURE: 

{A) NAME /KEY : other 
(3) LOCATION: 184.. 376 

(C) IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION: identity 98 

region 12 9. .321 
id M40684 
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(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION : 56.. 173 

(C) IDENTIFICATION METHOD : blastn 
(DJ OTHER INFORMATION: identity 100 

region 1 . . 118 
id N40684 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 204 .. 336 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 267. .399 
id AA005400 
est 

(ix) FEATURE: 

(A) NAME /KEY: other 

(3) LOCATION: 58.. 173 

(C) IDENTIFICATION METHOD: blastn 

(D> OTHER INFORMATION: identity 99 

region 120. .235 
id AA005400 
est 

(ix) FEATURE : 

(A) NAME /KEY : sig_peotide 

(B) LOCATION: 31.. 33*6 
^ NTI?I CATION METHOD : Von Heijn- 

(D) Oi HER INFORMATION: score 4.9 

seq TVMSALSVAFSKA/R 
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(xi) 



SEQUENCE DESCRIPTION: SEQ ID NO: 



217: 



GAG7G7CC77 GCGCGTGG.-.7 CCGAGCGACC A7G G7G GCC CGG G7G TGG TOG CTG 

Met val Ala Arg Val 7-o Ser Leu 
-100 ' _ 95 

2 5 Z 2 S £ S S Sr E SJ SJ S S £ £ 

" 8;) -80 

- - Z | £ £ £ % Pro £ 2S £ £ SS E £ 

-65 

CTA CAG AAG GCT GGG GAG GTG GTC CCC 0"C G-r a»n 

-eu Gin Lvs n^a G 1 v n., '-i - ^ ^ AiG NAC CAG TTC A ^C 

-60 " ' al " a -l ?r ° Pro Ai * *et Xaa Gin Phe Ser 

^ -50 

vl? el" Sn £i ^ ^ «? ™ f C «G CCA GCC 

-■5 5 VI y -- 2 ° iR 119 ?r ° Gin Leu ?ro Ala 

-40 _ 35 

-■^ - AAG AT? TAG ~""T p--^ „, 

'ro Pro Lvs He Phe lCC TGG AVT GCA GGC ATC 

30 >~ ™* -° Ile -3 Ser Trp Xaa Ala Gly He 

" J -20 



54 



102 



150 



133 



2-16 



2^ 



-15 
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S." £ S £ £ S Z S - - - « « ccc c=c « 3 „ ' 

~ 5 1 

TAC 7CC AAG GAG GGC TGG GAG TAT GTG AAG GT rrr rr- 
Tyr S« Lys Glu Gly Trp Giu Tyr Val J£ Ma Le" Gly 



381 



10 



15 



I (2) INFORMATION FOR SEQ ID NO- 218- 

* (i) SEQUENCE CHARACTERISTICS * 

(A) LENGTH: 469 base pairs 

(B) TYPE: NUCLEIC ACID 
|| < C > STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

' u i MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(DJ DEVELOPMENTAL STAGE ■ Fetal 

(Fi TISSUE TYPE: kidney 

FEATURE: 

f (A) NAME /KEY: other 

*? (B) LOCATION: 11.. 2 14 

£C) IDENTIFICATION METHOD: blastn 
CD) OTHER INFORMATION: identity 95 

region 1 . .204 
id AA248187 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 196.. 282 

(C) IDENTIFICATION METHOD: bUstn 

(D) OTHER INFORMATION : identity' 93 

region 185. . 271 
id AA248197 
est 

(ix) FEATURE: 

(A) NAME /KEY: other 
$ < B) LOCATION: 302.. 350 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 97 

M region 289. . 337 

ft id AA248187 

est 

dx} FEATURE: 

(A) NAME /KEY: other 
(3; LOCATION: S . . 333 
(C: IDENTIFICATION METHOD : blastn 
iC,, jT.^er INFORMATION: identity 97 
& region 11. .34 1 

id T93683 
est 
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(i:<) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 19. . 313 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 1 . .295 
id AA015679 
est 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
■(B) LOCATION: 398.. 4 4 5 

(O IDENTIFICATION METHOD: Von Heijne rr.atr-ix 
(D) OTHER INFORMATION: score 4.9 

seq ELQNLXSLQGSQA/CS 



PCT/IB98/01222 



<Xl) 


SEQUENCE DESCRIPTION: 


SEQ ID NO: 


218: 






AGTTTGTAGC 


GGACAACATG 


GCGGCCTTCA 


TGCTGGGCTC 


GCTGCTGCGG 


ACGTTCAAGC 


60 


AGATGGTTCC 


T7CATCAGCT 


TCAGGCCAAG 


TTCGAAGTCA 


CTr\ i u ; A <vj C 


T GG AG AAT GT 


120 


GGCGCGATGT 


GAAGAGACGA 


AAAATGGCCT 


ATGAATACGC 


AG^TGAG AGG 


CTACGTATTA 


180 


ATTCACTCAG 


GAAGAATACC 


ATTTTGCCAA 


AAATTCTTCA 


GGATGTGGCT 


GATGAAGAAA 


240 


TTGCTDHCCT 


CCCCCGGGAT 


AGCTGTCCTG 


TTAGAATCAG 


AAATCGGTGT 


GTTATGACGT 


300 


CCCGTCCGCG 


TGGTGTGAAG 


CGGCGCTGGA 


GGCTTAGTCG 


TATAGTCTTC 


CGTCACTTAG 


360 


CTGACCATGG 


GCAACTTTCT 


GGGATCCAGC 


GAGCGAC ATG 


GTA AAT GA 


G CTC CAG 


415 








Met 


Val Asr. Gl 


Leu Gin 



-15 



AAC CTA TN3 AGC TTG CAG GGA AGC CAA GCT TGC AGT t~ c ^ ^ G ra . 
Asn ,eu Xaa S er Le, Gin Gly Ser G1 , Ala Cys Ser £ ^ ^ ^ 

5 1 



463 



AGA TTT 

Arg Phe 4 69 



(2) INFORMATION FOR SEQ ID NO: 219: 



(i) SEQUENCE CHARACTERISTICS: 

{A) LENGTH: 241 base pairs 
■v* ''3) TYPE : NUCLEIC ACID 

$ ;CJ STRANDEDNESS : DOUBLE 

;D) TOPOLOGY: LINEAR 

(ii; MOLECULE TYPE: CDMA 

(vi) ORIGINAL SOURCE: 

;A) ORGANISM: Homo Sapiens 



M TISSUE TYPE: Brain 

CURE: 

NAME /KEY : other 
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(B) LOCATION: 122. .240 

(Ci IDENTIFICATION METHOD: blastn 

INFORMATION: .identify 98 

region 102. .220 

id T30988 

est 

(ix) FEATURE: 

CA) NAME/KEY: other 

(B) LOCATION: 21. . 112 

(C) IDENTIFICATION METHOD: blastn 
CD) OTHER INFORMATION: identuj 100 

region 1 . . 92 
id T30988 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 122. .225 

(C) IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION: identity 93 

region 110 . .213 

id T30974 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 13.. 112 

(C) IDENTIFICATION METHOD * blastn 

(0) OTHER INFORMATION : identity 98 

region 1 . . ioo 

id T30974 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 122.. 240 

(C) IDENTIFICATION METHOD: blastn 

(3) OTHER INFORMATION : identity 97 

region 84 . . 202 

id HSC0CC031 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 39.. 112 

(C) IDENTIFICATION METHOD: blastn 

(?) OTHER INFORMATION : identity 'l00 

region 1 . .74 

id HSC0CC031 

est 

(ix) FEATURE: 

.'Aj NAME / KEY : other 
(?) LOCATION: 122 . . 240 

IDENTIFICATION METHOD * b'astn 
- OTHER INFORMATION: identity 96 

region 84 . . 202 
id HSC0CD031 
est 
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(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 39.. 112 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 1 . . 74 
id HSC0CD03 1 
est 



(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 124.. 240 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 1 . . 1 17 
id R56565 
est 



(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 30 . . 151 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

( D) OTHER INFORMATION : score 4.9 

seq FFFSIQPFLPCSS/R? 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 219: 



AACACACTCC CTCTCTCTCT CTTTTTAGCA GCAACATACA AGCCGGCCAT ATTAGAGAGA 60 

TGGAAATAAA GCTTCCTTA ATG TTG TAT ATG TCT TTG AAG TAC ATC CGT GCA 112 

Met Leu Tvr Met Ser Leu Lys Tyr He Arg Ala 
-20 -15 

TTT TTT TTT AGC ATC CAA CCA TTC CTC CCT TGT AGT TCT C3C CCC CTC 160 
Phe Phe Phe Ser He Gin Pro Phe Leu Pro Cys Ser Ser Arg Pro Leu 
-10 -5 1 

AAA TCA CCC TCT CCC GTA GCC CAG CCG ACT AAC ATC TCA GTC TCT GAA 203 
Lys Ser Pro Ser Pro Val Ala His Pro Thr Asn He Ser Val Ser Glu 
5 10 15 

AAT GCA CAG AG A TGC CTN NCT ACC TCG CCC TGG 24 1 

Asn Ala Gin Arg Cys Leu Xaa Thr Ser Pro Trp 
20 25 30 



(2) INFORMATION FOR SEQ ID NO: 220: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 4 30 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY : LINEAR 

(li) MOLECULE TYPE: CDMA 

{vi) ORIGINAL SOURCE : 

{ A } ORGANISM: Hcrr.o Sapiens 

[:) TISSUE TYPE: Cancerous prostate 
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(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION : 180.. 411 

(C) IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION: identity 99 

region 167 . . 399 
fi id N27721 

est 

:| (ix) FEATURE: 

1 (A) NAME /KEY : other 

| < B > LOCATION : 52.. 116 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

region 38 . . 102 

^ id N27721 

est 

A < (ix) FEATURE : 

(A) NAME /KEY : other 
(3) LOCATION: 112.. 168 

(C) IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION: identity 100 

region 99. . 155 

w id N27721 

'4 (ix) FEATURE: 

: (A) NAME/KEY: other 

(3) LOCATION: 180.. 377 

(C) IDENTIFICATION METHOD: blastn 

CD} OTHER INFORMATION: identity 98 

region 202 . . 399 

id N40054 

est 

(ix) FEATURE: 

(A) :;AME/KEY: other 

(B) LOCATION : 52.. 116 

(C; IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 93 

region 73. . 137 

id N40054 

est 

$ (ix) FEATURE: 

(A) NAME /KEY: other 
CB) LOCATION: 112.. 168 
1$ (C) -DENTIFICATION METHOD: blastn 

$ (D) OTHER INFORMATION: identity'lOO 

region 134 . .190 

id N40O54 

est 

(-X) FEATURE: 

(A) J "AM E/ KEY : other 
( 3) LOCATION*: 130. .259 
^ (CJ IDENTIFICATION METHOD: blastn 

OTHER INFORMATION: identity 98 



region 213.. 292 
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id W25483 
est 

FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 111. .168 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 14 4.. 201 
id W25483 
est 

FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 52. . 100 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 85 . . 133 
id W25483 
est 

FEATURE: 
( A } NAME /KEY: other 

(B) LOCATION: 180. .278 
<C) IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 100 

region 194 . .292 
id C17967 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 52 . . Ill 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 9S 

region 65 . . 12 -J 
id C17967 
est 

(ix) FEATURE: 

(A; NAME /KEY : other 

(B) LOCATION: 111.. 168 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity IOC 

region 125 . . 192 
id C17967 

^ est 

(ix) FEATURE: 
^ ( A) NAME /KEY : other 

H (3) LOCATION: 280. .341 

(C; IDENTIFICATION METHOD: blastr. 
(Z) OTHER INFORMATION: identity 95 

region 293 . . 354 
id C17967 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
^ (3) LOCATIO::: 130.. 411 

iZ) IDENTIFICATION METHOD: blastn 



(ix) 



(ix) 



(ix) 

i 



BNSOOCID: <WO 9906548A2_t_> 



WO 99/06548 



336 



PCT/IB98/01222 



(D) OTHER INFORMATION: identity 90 

region 273. . 504 
.id AA032534 
est 

(ix) FEATURE : 

(A) NAME /KEY : other 

(B) LOCATION: 107.. 168 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 90 

region 200 . . 261 
id AA032534 
est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 110.. 346 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.9 

seq WVIVLTSWITIcQ/IY 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 220: 



ACATAACTGA AAGTAGCTAA GGCACCCCAG CCGGAGGAAG TGAGCTCTCC TGGGTCAAGG 60 

CTTGGGTCTT GCCCCGCAGA CCCTTGGGAC GACCCGGCCC CA3CGCAST ATG AAC CTG 118 

Met Asn Leu 

GAG CGA GTG TCC AAT GAG GAG AAA TTG AAC CTG TGC CGG AAG TAC TAC 166 
Glu Arg Val Ser Asn Glu Glu Lys Leu Asn Leu Cvs Arg Lys Tyr Tyr 
-75 -70 -65 

CTG GGG GGG TTT GCT TTC CTG CCT TTT CTC TGG TTG GTC AAC ATC TTC 214 
Leu Gly Gly Phe Ala Phe Leu Pro Phe Leu Trp Leu Val Asp. lie ?he 
-60 -55 -50 -45 

TGG TTC TTC CGA GAG GCC TTC CTT GTC CCA GCC TAC AC A GAA CAG AGC 2 62 
Trp Phe Phe Arg Glu Ala Phe Leu Val Pro Ala Tyr Thr Glu Gin Ser 
-40 -35 -30 

CAA ATC AAA GGC TAT GTC TGG CGC TCA GCT GTG GGC TTC CTC TTC TGG 310 
Gin lie Lys Gly Tyr Val Trp Arg Ser Ala Val GIv Phe Leu Phe TrD 
-25 -20 * -15 

GTG ATA GTG CTC ACC TCC TGG ATC ACC ATC TTC CAG ATC TAC CGG CCC 358 
Vai He Val Leu Thr Ser Trp He Thr He Phe Gin He Tyr Arg Pro 
-10 -5 i 

CGC TGG GGT GCC CTH GGG GAC TAS CTC TCC TTC ACC ATA CCC CTG GGC 406 
Arg Trp Gly Ala Leu Gly Asp Xaa Leu Ser Phe Thr He Pro Leu Gly 
5 10 15 20 

ACC CCT GAC AAC TTC TGC ACA TAC 4 30 

Thr Pro Asp Asn Phe Cys Thr Tyr 
25 



(2) INFORMATION FOR SEQ ID NO: 221: 
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(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 418 base pairs 

(B) TYPE: NUCLEIC ACID . 

(C) STRANDEDNES3 : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE : 

(A) NAME /KEY : other 

(B) LOCATION: 167.. 382 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 96 

region 14 4 .. 359 

id T27537 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 27.. 162 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 2 . .137 
id T27537 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 162. .380 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 96 

region 89 . . 307 
id AA057483 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION : 75. . 172 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 1 . . 93 
id AA057483 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION : 175.. 381 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 99 

region 72 . .278 
id H10316 
est 

;i>:) FEATURE: 

(A) NAME/ KEY : other 

iB) LOCATION : 105.. 174 

\C) IDENTIFICATION METHOD: blastn 
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(D) OTHER INFORMATION: identity 92 

region 1 . . 70 
-id H10316 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
;B) LOCATION: 162. .385 
3? (C) IDENTIFICATION METHOD: blastn 

{D} OTHER INFORMATION: identity 96 

region 60. .283 

4 id T33282 

i est 

4 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 104.. 162 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 1 . . 59 
id T33282 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 174.. 396 

(C) IDENTIFICATION METHOD: blastn 

( D) OTHER INFORMATION : identity 95 

region 65 . . 287 
id R14076 
est 

{ix) FEATURE; 

(A) NAME /KEY : other 
(3) LOCATION: 112.. 173 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 91 

region 1 . , 62 
id R14076 
est ■ 

(ix; FEATURE: 

(A) NAME /KEY : sig_peptide 
;B; LOCATION: 122.. 331 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4,9 

seq LVFVLLFI FVKRQ/ I M 

(:<:! SEQUENCE DESCRIPTION: SEQ ID NO: 221: 

AATTGCCTGC CTGAGTCACG TGTCAGGGGG AAGCTGGAAG GCGTCGTTCT GCTTTCCCAG 60 

CTCTCCTGCC TGTCCGCCAT GTTTTCAGGC CGGGTCTGGC TTGGTCTTCC CCCGTAAGRA 120 

A ATG GCC GGG GAG CTC CAG GGG ACC CAG GCG CCG 7GG CTT CCD GGA SCT 169 
Met Ala Gly Glu Leu Gin Gly Thr Gin Ala Pro Ser Leu Ary Giy Xaa 
- 7 0 - 6 5 - 6 C - 5 5 

GGG CTG ACC AGC CAG GAC ACC GGG GTA AA.C CCG AAC AAT TC7 GYG CGA 217 
Gly Leu Thr Ser Gin Asp Ser Gly Val Asn Pro Asn Asn Ser Xaa Arc 
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-50 -45 --10 

GGT AGG GAG GCC ATG GCG TCC GGC AGT . AAC TGG CTC TCC GGG GIG AAT 2 65 

Gly Arg Giu Ala Met Ala Ser Gly Ser Asn Trp Leu Ser Gly Val Asn 
-35 • -30 -25 

GTC GTG CTG GTG ATG GCC TAC GGG AGC CTG GTG TTT GTA CTG CTA TTT 313 

Val Val Leu Val Met Ala Tyr Gly Ser Leu Val Phe Val Leu Leu Phe 

^ -20 " -15 -10 

ATT TTT GTG AAG AGG CAA ATC ATG CGC TTT GCA ATG AAA. TCT CGA AGG 361 

|| lie Phe Val Lys Arg Gin lie Met Arg Phe Ala Met Lys Ser Arg Arg 

1-5 15 10 

GGA CCT CAT GTC CCT GTR GGR NCA CAA TGC CCC CAA KGT TGC TAC AAC 4 09 

Gly Pro His Val Pro Val Gly Xaa Gin Cys Pro Gin Xaa Cys Tyr Asn 
15 20 25 



TAT CTG TAT 418 
Tyr Leu Tyr 



(2) INFORMATION* FOR SEQ ID NO: 222: 

(i) SEQUENCE CHARACTERISTICS: 

- (A) LENGTH: 361 base pairs 

|jj (3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 

(?) TISSUE TYPE: Normal prostate 

■i:<; FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 93.. 362 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 91 . . 360 
id C17643 
est 

■jjs (i>:) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION : 4 . . 107 
(C) IDENTIFICATION METHOD: blastn 
f |j O; OTHER INFORMATION: identity 93 

^ region 1 . . 104 

id CI7643 
est 

FEATURE: 

{ A ) NAME /KEY: other 
■ !5 LOCATION: 93.. 262 

IDENTIFICATION METHOD: blastn 
{ Z ' OTHER INFORMATION: identity 100 

region 93 . .2 62 
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id W07727 
est 

(i>:) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 260.. 362 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 261. .363 

id W07727 

est 

<i:<) FEATURE: 

CA) NAME /KEY : other 

(B) LOCATION: 2.. 56 

<C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 100 

region 4 . . 58 
id W07727 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 58..S8 

fC) IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 100 

region 59. . 89 
id W07727 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 94 . .251 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: 



PCT/IB98/01222 



idenc it v 


100 


region 95 


• -252 


id W004 92 




est 





(iK) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 2.. 53 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 4 . . 60 
id W004 92 
est 

i:<) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION : 253.. 311 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity^ 

region 255. .313 
id W004 92 
est 

FEATURE: 
(A) NAME /KEY: other 
(3) LOCATION: 303 3-2 
{C) ^EMTIFICATIOn'meTHOD; blast-n 
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(D) OTHER INFORMATION: identity 97 

region 311 . .345 
. id W00492 
est 

(ix) FEATURE: 

(A) NAME/ KEY : other 

(B) LOCATION: 60. . 362 

% (C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 



I 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 2 . . 64 



region 64 . . 366 
id N29017 
est 



(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 93 

region 8 . . 70 
id N29017 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 94.. 359 

(C) IDENTIFICATION METHOD: blastn 
(DJ OTHER INFORMATION: identity 99 

region 121.. 386 

id N31560 

est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 116. ".283 

(C) IDENTIFICATION METHOD: Von Heijne :r.a 

(D) OTHER INFORMATION : score 4.9 

see FACVPGASPT7G 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 222: 



AAACGGAGGC AGGTTGGAGC CGCTGCCGTC GCCATGACCC GCGGTAACCA GGGTGAGCTC 60 

GCCCGCCAGA AGAATATGAA AAAGCAGAGC GACTCGGTTA AGGGAAAGCG CCGAG ATG 113 

Me- 



ACG GGC TTT CTG CTG CCG CCC GCA AGC AGA GGG ACT CC': AG A "CA TG^ 

Thr Gly ?he Leu Leu Pro Pro Ala Ser Arg Gly Thr Ar 0 r-a 5-r Cys 

n " 55 " 5C -45 ' -40 

ftort AGC AGA AAA AGG CAA ACG AGA AGA AGG AGG AAC CCA ACT AGC 

Ser Arg 5er Arg Lys Arg Gin Thr Arg Arg Arg Arg Asr. Pro Ser Ser 

"35 -30 -2S 



GTG GCT TCG TGT CCA ACC CTC TTG CCC TTC GCC TGT GIG CCT GGA 2 52 



e Val Ala Ser Cys Pro Thr Leu L-su Pro Phe Ala Cvs Vai Pro Gl 



y 



-i3 -10 

=CC ACT CCC AGC ACG CTC GGG TTT CCT CCT GTA GTG CTC AC A GGT CCC 
••la Ser Pro Thr Thr Leu Ala Phe Pro Pro Val Vai Leu Thr Glv Pre 
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5 

Ser Z Z ^ ^ "I Ma f G f T CAG MGG GTC C " T " 358 

10 1 f° Aia Leu Ser Leu G1 " Arg Val Pro Phe 

15 20 25 

GTG 

Val 361 



(2) INFORMATION FOR SEQ ID NO: 223: 

(i) SEQUENCE CHARACTERISTICS- 

(A) LENGTH: 457 base pairs 
fB) TYPE: NUCLEIC ACID 
(CJ 3TRANDEDNESS: DOUBLE 
(D) TOPOLOGY: LINEAR 

MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(0) DEVELOPMENTAL STAGE: Feta 1 

(F) TISSUE TYPE : kidney 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: complement { 2 30 459} 
(CJ IDENTIFICATION METHOD: blastn 
(3) OTHER INFORMATION: identity 95 

region 565. .79-; 

id HSZ78357 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3; LOCATION: complement ( 2 .. 205 ) 

(C) IDENTIFICATION METHOD : blastn 

(D) O : H E R INFORMATION: identity 99 

region 813.. 102 ; 
id HSZ73357 
est 

FEATURE: 
(A) NAME/KEY: other 
(3) LOCATION : 312.. 389 
(C) IDENTIFICATION METHOD: blastn 
' ! 0THH:R INFORMATION: identity 93 

region 310 . . 33 " 



$ id AA0524O^ 

est 



NAME /KEY: other 

LCCATION: 92 . . 205 

IDENTIFICATION METHOD : blastn 

OTHER INFORMATION: identity 99 
region 52 . . 1 
id H 7 54 5 4 
est 
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(ix) FEATURE : 

(A) NAME /KEY : other 

(B) LOCATION: 30. . 94 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 1 . . 65 
id H75454 
est 

(ix) FEATURE: 
,^ (A) NAME /KEY : sig_peptide 

H (3) LOCATION: 230.. 307 

": : (C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.9 

seq VLCTNQVLITARA/VP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 223: 

AACTTCCAAG TTGTAGTGTT GTTGTTTTCA GCCTGCTGCT GCTGCTGCTA TTGCGGCTAG 60 

GGGAACCGTC GTGGGGAAGG ATGGTGTGCG AAAAATGTGA AAAGAAACT7 GG7ACTGTTA 120 

TCACTCCAGA TACATGGAAA GATGGTGCTA GGAATACCAC AGAAAG7GGT GGAAGAAAGC 130 

TGAATGAAAA TAAAGCTTTG RCTTCAAAAA AAGCCAGAAT TGAWCCATA A7G GAA GAA 2 38 

Met Glu GIu 
-25 

WTA AGT KCT CCA CTT GTA GAA TTT GTA AAA GTT TTG TGC ACC AAC CAG 28 6 
Xaa Ser Xaa Pro Leu Val Glu Phe Val Lys Val Leu Cys Thr Asn Gin 
-20 -15 -io 

GTT CTC ATT ACT GCC AGG GCT GTG CCT ACA AAA AAG G7A 7C7 G7G CGA 3 34 
Val Leu lie Thr Ala Arg Ala Val Pro Thr Lvs Lys A 1 a Va' A-n 

-5 i ' 5 ^ 



TGT GTG GMA AAA AGG TTT TGG ATA CCA AAA ACT ACA AG C AAA CAT C7G 
Cys Val Xaa Lys Arg Phe TrD lie Pro Lys Thr Thr Ser Lvs H^s L^-- 
10 15 * 20 25 

TC7 AGA TGT ATT GAT GGA ATT TCT GGC TTT CTA AAT GAT 777 ACT 777 
Ser Arg Cys He Asp Gly He Ser Gly Phe Leu Asn -\so ?^ Th- P^ 
30 35 ' 40 

TGC CTT GAA TTT 7CA AGG CAT AGA TGT 
.Cys Leu Glu ?he Ser Arg His Arg Cys 
45 50 



:NFOP.MATION FOR SEQ ID NO: 224: 

'i; SEQUENCE C H ARA.CT E R 1 3 7 1 C S : 

(A) LENGTH: 3^2 base pairs 

(3} type: nucleic acid 
;;■ S7?a.:jdedmess : double 

y, TOPOLOGY: LINEAR 
lXOLECJLE TYPE: CDMA 



332 



4 30 



BNSDOCID: <WO 9906548A2_L> 
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(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 125 . . 367 

(C) IDENTIFICATION METHOD: blastn 

*~ (D) OTHER INFORMATION: identity 99 

region 119. .361 

&j id AA242967 

1| est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION : 6.. 12 5 

fS! ;C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 1 . .120 

' l id AA242967 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 
( 8 ) LOCATION: 125.. 261 

(C) IDENTIFICATION METHOD: blastn 
ij (D) OTHER INFORMATION: identity 96 

■ region 124 . .260 

^ id C13969 

est 

(ix) FEATURE: 

(A) NAME /KEY: other 
(3) LOCATION: 2.. 12 5 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

region 2 . . 12 5 
id C18969 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 253. .311 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 95 

region 251. .309 
v ^ id C13969 



(ix) FEATURE: 
^ ;A) NAME /KEY : other 



(3) LOCATION: 125 . . 367 

;C) IDENTIFICATION METHOD: blastn 

;D) OTHER INFORMATION : identity 99 

region 101. .34 3 
id N40141 



(ix) FEATURE: 

' A ) NAME /KEY: ot 
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(3) LOCATION: 2 4 . . 125 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: .identity 97 

region 1 . . IC2 
id N40141 
est 

P (ix) FEATURE: 

di (A) NAME /KEY : other 

(3) LOCATION: 125. .329 
4 (C) IDENTIFICATION METHOD : blastn 

| (D) OTHER INFORMATION : identity 99 

^ region 122 . . 326 

id R78319 
est 

$ (ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 9.. 125 

(C) IDENTIFICATION METHOD: blastn 
"i (D) OTHER INFORMATION: identity 97 

region 7 . . 123 
id R78319 
esc 

(ix) FEATURE: 
| (A) NAME /KEY : other 

(3 > LOCATION : complement ( 1 25 . 367) 
{C) IDENTIFICATION METHOD : blastn 
(0) OTHER INFORMATION: identity's* 

region 112 . . 3 5 -i 
id N27018 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: complement ( 7 3 125) 
(CJ IDENTIFICATION METHOD : blast- 
(D) OTHER INFORMATION : identity ^ 

region 353 . . 405 

id N27016 

est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peDtide 
(3) LOCATION: 106. . 156 

(C) IDENTIFICATION METHOD: Von 

(D) OTHER INFORMATION: score 4 . 9~ 

seq LXXVVAF7APGE5/QQ 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 224: 

^-^AGGCTC TCTGCTGAC^ ^AAuTT'^^t^ » ~- -^~„„„ 

n " 0 - iv "*- r.--.^hC.j.-.i CTTCTAGTT'j 



PCT/IB98/01222 



matrix 



60 

-AGCGATGAG TGCACGAGTG AGATCAAG-" CC^GA^r — — - ™ „ 

^-^^o.^u .-.^--G ATG GTC AGG AG': 117 

Met Val Arg Arg 

-15 

: ™ : M:G AWT GTG GTT GCA 7TC GTG GGT 



jeU Xaa ' ^ V ^ Ala Phe Val Ala Pro Gl v G?" ^ ^ ^ 165 



CCC GGT GAA TCT 

y Glu Ser Gin Gin G ' ■ 
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-10 



1 



GAA CCA CCA ACT GAC AAT CAG GAT ATT .GAA CCT GGA CAA GAG AGA GAA 213 
Glu Pro Pro Thr Asp Asn Gin Asp lie Glu Pro Glv Gin Glu Arg Glu 
5 10 15 

GGA ACA CCT CCG ATC GAA GAA CGT AAA GTA GAA GGT GAT TGC CAG GAA 2 6 i 
Gly Thr Pro Pro lie Glu Glu Arg Lys Val Glu Gly Aso Cys Gin Glu 
% 20 25 30 



35 



ATG GAT CTG GAA AAG ACT CGG AGT GAG CGT GGA GAT GGC TCT GAT GTA 
Met Asp Leu Glu Lys Thr Arg Ser Glu Arg Gly Asp Gly Ser Asp Val 
40 45 50 



GGA GAT GGG CCA TTG 
Gly Asp Gly Pro Leu 
70 



309 



AAA GAG AAG ACT CCA CCT AAT CVT AAG CAT GCT AAG ACT AAA GAA GCA 357 
Lys Glu Lys Thr Pro Pro Asn Xaa Lys His Ala Lys Thr Lys Glu Ala 
55 60 65 



372 



f 21 



INFORMATION FOR SEQ ID NO: 225: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 459 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(?) TISSUE TYPE: Lung' (cells) 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3! LOCATION: 299. . 454 

(C/ IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 273 . , 
id AA100750 
est 



(ix) FEATURE : 

(A) NAME /KEY: other 
( B ) LOCATION: 160 . . 308 
f$ IDENTIFICATION METHOD: biastr. 

H i D) OTHER INFORMATION : identity ?7 

region 133 . . 23 < 
i d AA 10071 j 
est 

(ix; FEATURE : 

■ A ,; NAME / KE Y : other 

■ 3) LOCATION : 2 4 . . 1 5 9 

¥i "C; IDENTIFICATION METHOD: blastn 

'31 OTHER INFORMATION: identity XT: 
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region 1 . .136 
id AA100750 
.est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3} LOCATION: 9.-35 5 

(C) IDENTIFICATION METHOD: blastn 
M (D) OTHER INFORMATION: identity 99 

region 1 . . 347 

■i id N68 68 6 

I est 

^ (ix) FEATURE: 

(A) NAME /KEY: other 

(3) LOCATION: 355.. 402 
$ CO IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 100 

region 343.. 395 
id N68 63 6 
est 

(i:-:: FEATURE : 

(A) NAME/KEY: other 
(3) LOCATION: 4 00. .42 9 
(C) IDENTIFICATION METHOD: blastn 
^ !3) OTHER INFORMATION: identity 96 

*t region 394 . . 423 

id N68 68 6 
est 

(ix) FEATURE: 

(A) NAME /KEY: other 

(3) LOCATION: 1 . .24 1 

iZ) IDENTIFICATION METHOD: blastn. 

\D) OTHER INFORMATION : identity 30 

region 5 . .245 
id H24263 
est 

(ix) FEATURE: 

(A) NAME /KEY : otner 
(3) LOCATION: 239. .337 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

region 2 4 4 .. 3 12 
*1 id H24253 

est 
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(ix; FE.ATUPvE: 

;A) MAME/KEY: sig_peptide 
(2} LOCATION: 13*. 12 3 

r:) IDENTIFICATION METHOD: Von Hei^ne ~a:r^-- 
OTHER INFORMATION : score 4.3 

seq PI VRLL3CPGTVA/KD 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 225: 



TKTTTTTTAG CA ATG GCG GTT CCC GGC GTG GGG CTC TTG ACC CGT T7G AAC 
Met Ala Val Pro Giy Val Gly Lea Leu Thr Arg Asr; 
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- 3 5 -30 



CTG TGT GCC CGG AGA AGA ACT CGA GTC CAG CGG CCT ATC rr- A rr ttt 
Leu Cys Ala Arg Arg Arg Tnr Arg Val Gln Arg p^o S Va^ A^ Le' 



-10 



f is s £ s s? £ E S Sf £ E £ £ s S! £ 

I e s s? ss :s s si ss « - ; « s - - 

1 15 20 

£S p£ ^ MT GAA AGA CGA G ^ CAG GCA CAG CGG AC T 

A.g Phe Ser Giu Met Gin Asn Glu Arg Arg Glu Gin Ala Gin Arg %l 

s a a s £ s ss k s e a £ £ e si k »• 
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25 

99 
147 
195 
243 



45 so Ly S 



TAT TTA TC~ T^T r~s ^-p~ 

~ i - i CCi ATT AAT AAT TTP r * -v ^ 

Tyr Leu Ser Gin Phe Gly Pro He Asn Asn Ss he ^ ^ C~ ^ 

Ill SI S SI ;s J™ ^ ; TT TGC CAA ^ G GAA AGC ata G ^ 

y ~-J Ala Val Val .l u Pne Cys Gin Lys Glu Ser He Glv 

' b 80 ■ - 



35 



339 



387 



435 



S z 22 ™ *i f A f c ; c = «» «« «t «* 

Qn * nr hls ihr -° Ser Thr Ala Men Giu Th- ab 

90 95 100 

ATT CCA TTC AGA TCA CGT TCT T<"A 

He Pro Phe Arg Ser Arg Ser Ser ^ 59 
105 110 



(2) INFORMATION FOR SEQ ID MO: 226: 

(i) SEQUENCE CHARACTERISTICS: 

(A; LENGTH : 329 base oairs 

(3) TYPE : NUCLEIC ACID 

;C) STRAMDEDMESS: DOUBLE 

CC) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDMA 

(vi) ORIGINAL SOURCE: 

;A; ORGANISM: Homo Sapiens 

; . = ; TISSUE TYPE: Lyrr.ph ganglia 

( i :< ■ FEATURE : 

NAME /KEY: other 
LOCATION : 109. . 319 
IDENTIFICATION METHOD: bias~n 
OTHER INFORMATION : identity^ 

region 43 . .25; 
id AA017309 
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est 



(ix} FEATURE: 

(A) NAME/KEY : other 
(3) LOCATION: 93.. 124 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 28 . .59 
id AA017309 
est 

(ix} FEATURE : 

(A} NAME/KEY: other 

(B) LOCATION: complement (126 . .250) 

(C) IDENTIFICATION METHOD: blastn 
{D} OTHER INFORMATION: identity 100 

region 1 . .12 5 
id T52392 
est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 21 . . 200 

(C) IDENTIFICATION METHOD: Vcn Heijne matrix 
(3) OTHER INFORMATION : score 4.3 

seq LVI LSLKSQTLDA/ET 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 226: 

AGTAAGTCCC CCCGCCTCGC ATG ATG GCT GCG GTG CCG CCG GGC CTG GAG CCG 53 

Met Met Ala Ala Val Pro Pro Civ Leu Glu Pro 
-60 -55 -50 

TGG AAC CGT GTG AGA ATC CCT AAG GCG GGG AAC CGC AGC CCA GTG AC A 101 
Trp Asn Arg Val Arg He Pro Lys Ala Gly Asn Arg Ser Ala Val Thr 
-45 -40 -35 

GTG CAG AAC CCC GGC GCG GCC CCT GAC CTT CGC ATT GCA GCT 37A ATT 14 9 
Val Gin Asn Pro Gly Ala Ala Leu Asp Leu Cys lie Ala Ala V.ql lie 
-30 -25 -20 

AAA GAA TGC CAT CTC GTC ATA CTG TCG CTG AAG AGC CAA ACC TTA GAT 197 
Lys Glu Cys His Leu Val He Leu Ser Leu Lys Ser Gin Thr L-u Asp 
-15 -10 -5 

GCA GAA ACA GAT GTG TTA TGT GCA GTC CTT TAG AGC AAT CAC AAC AGA 24 5 
Ala Glu Thr Asp Val Leu Cys Ala Val Leu Tyr Ser Asn His As r: Arg 
i 5 10 



| ATG GGC CGC CAC AAA CGC CAT TTG GCC CTC AAA CAG GTT GAG IAA TGT 293 

Met Gly Arg His Lys Pro His Leu Ala Leu Lys Gin Val Glu Gin Cys 
20 25 30 

TTA AAG CGT TTG ARA AAC ATG AAT TTG GAG GGG GGG 329 
Leu Lvs Arg Leu Xaa Asn lie" Asn Leu Glu Gly Gly 
35 40 



(2) 



ORKAT.'JN 



- - -J 



:;0: 227: 
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(i; SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 38 5 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNE5S: DOUBLE 
(0) TOPOLOGY: LINEAR 

(Hi MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM : Homo Sapiens 
(F) TISSUE TYPE: Brain 

fix) FEATURE : 

(A) NAME /KEY : other 

(3) LOCATION: 39.. 385 

(C) IDENTIFICATION METHOD: biastn 

(0) OTHER INFORMATION: identity 97 

region 1 . .34 7 
id AA023764 
est 

<i>:) FEATURE : 

(A) NAME /KEY : other 

(3; LOCATION: 146. .335 

(C- IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 95 

region 14 5,. 384 
id CO3035 
est 

fix) FEATURE: 

<:A) NAME /KEY : other 

(3; LOCATION: 11. .80 

■I-; IDENTIFICATION METHOD: bl=>s"- 

(0) OTHER INFORMATION: identity 93 

region 2 . . 71 
id CC3036 
est 

fix) FEATURE: 

(A; NAME/KEY: other 

(B; LOCATION: 39. .231 

(C; IDENTIFICATION METHOD: biastn 

\0) OTHER INFORMATION: identity 99 

region 1. . 193 
id R08519 
est 

URE : 

NAME /KEY: other 
LOCATION: 232. .302 
ICE:;t:f:CATIOM METHOD: bias-- 
OTHER INFORMATION : identity 94 

region 193 . .263 
id R0 551 9 
es t 




WO 99/06548 



351 
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(C) IDENTIFICATION METHOD: Von Heijne matrix 
{ D) OTHER INFORMATION: score 4.8 

seq SLVHLLCQNQVLG/N? 

(>;i) SEQUENCE DESCRIPTION: SEQ ID NO: 227: 

AAGTGGCAAG ATG GCG TCC CTG GAT CGG GTG AAG GTA CTG GTG TTG GGA 4 9 

?$ Met Ala Ser Leu Asp Arg Val Lys Val Leu Val Leu Gly 

-30 -25 

|| GAC TCA GGT GTT GGG AAA TCT TCG TTA GTC CAT CTC CTA TGC CAA AAT 97 

H Asp Ser Gly Val Gly Lys Ser Ser Leu Val His Leu Leu Cys Gin Asn 

$ -20 -15 -10 -5 



4 



CAA GTG CTG GGA AAT CCA TCA TGG ACT GTG GGC TGC TCA GTG GAT GTC 145 

Gin Val Leu Gly Asn Pro Ser Trp Thr Val Gly Cys Ser Val Asp Val 
1 5 10 

AG A GTK CAT GAT TAC AAA GAA GGA ACC CCA GAA GAG AAG ACC TAC TAC 193 

Arg Val His Asp Tyr Lys Glu Gly Thr Pro Glu Glu Lys Thr Tyr Tyr 

15 20 25 

ATA GAA TTA TGG GAT GTT GGA GGC TCT GTG GGC AGT GCC AGC ACC GTG 24 1 

lie Glu Lej Trp Asp Val Gly Gly Ser Val Gly Ser Ala Ser Ser Val 

30 35 40 

AAA AGC AC A AGA GCA GTA TTC TAC AAC TCC GTA AAT GGT ATT A?W NYC 299 

Lys Ser Thr Arg Ala Val Phe Tyr Asn Ser Val Asn Gly lie lie Xaa 

45 50 55 60 

GTA CAC GAC TTA ACV SAT GGG AAG TCC TCC CAA AAM TTG CGN CGT TGG 337 

Val His Asp Leu Thr Xaa Gly Lys Ser Ser Gin Xaa Leu Arg Arg Trp 
65 70 75 

TCA TTG GAA GCT CTC AAC AGG GAT TTG GTG CCA ACT GGA GT;7 TTG GTG 33 5 

Ser Leu Glu Ala Leu Asn Arg Asp Leu Val Pro Thr Gly Vs. Leu Val 

30 35 ' 5-' 



(2) INFORMATION FOR SEQ ID NO: 228: 

(ij SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 274 base pairs 
{3) TYPE: NUCLEIC ACID 
$g (C) STRAMDEDNESS : DOUBLE 

( D ) TOPOLOGY: LINEAR 

[ii> MOLECULE TYPE: CDNA 

^ (vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Brain 

(ix) FEATURE: 

(A) NAME /KEY: other 
<3J LOCATION: 30.. 237 
iZ) IDENTIFICATION METHOD: biastn 
0 -D) OTHER INFORMATION : identify 96 

region 12 . .21= 
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id R19497 
est 



(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 236. .270 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 219 . . 253 

id R19497 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 54.. 238 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 1 . .185 
id K75597 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 236. .270 

(C) IDENTIFICATION METHOD: blastn 

( D) OTHER INFORMATION: identity 97 

region 134 . . 21S 

id H75597 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 60.. 238 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 1 . .17 9 
id H93393 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: 236.. 270 

(C) IDENTIFICATION METHOD: blastn 

(0) OTHER INFORMATION: identity 97 

region 178 . .212 
id H93398 
est 



(ix) FEATURE: 

(A) NAME /KEY: other 
LOCATION: 93.. 270 
IDENTIFICATION METHOD: 
OTHER INFORMATION: 



(3) 



blastn 
identity 93 
region 1 , .17 3 
id HUM030E113 



(A) NAME /KEY: other 
(3; LOCATION : 1. . 127 
(C) IDENTIFICATION ME: 
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(D) OTHER INFORMATION: identity 98 

region IIS . .244 
•id AA280273 
est 

(i>:) FEATURE: 

{A) NAME /KEY : sig_peptide 
{ B ) LOCATION: 50.. 142 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
{ D) OTHER INFORMATION: score 4.8 

seq WAFSCGTWLPSRA/EW 

I 

D (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 228: 



GCGTCCGCGC CATCAGGCCC GAGATAGCGG CGAGGTCCGC TTTCAGTG7 ATG GTT TTC 58 

Met Val ?he 
-30 

CCT GCC AAA CGG TTC TGC TTG GTG CCA TCC ATG GAG GGC GTG CGC TGG 10 6 
Pro Ala Lys Arg Phe Cys Leu Val Pro Ser Met Glu Gly Val Arg Trp 
-25 * -20 -15 

GCC TTT TCC TGC GGC ACT TGG CTG CCG AGC CGA GCC GAA TGG CTG CTK 154 
Ala Phe Ser Cys Gly Thr Trp Leu Pro Ser Arg Ala Glu Trp Leu Leu 
-10 " -5 1 

RCA GTG CGA TCG ATT CAG CCC GAG GAG AAG GAG CGC ATT GGC CAG TTC 202 
Xaa Val Arg Ser He Gin Pro Glu Glu Lys Glu Arg lie Gly Gin Phe 
5 10 15 20 

GTC TTT GCC CGG GAC GCT AAG GCA GCC ATG GCT GGT CGT CTG ATG ATA 250 
Val Phe Ala Arg Asp Ala Lys Ala Ala Met Ala Gly Arg Leu Met He 
25 30 35 

AGG AAA TTA GTT GCA GAG AAT CGA 27 4 

Arg Lys Leu Val Ala Glu Asn Arg 
40 



(2) INFORMATION FOR SEQ ID NO: 229: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 212 base pairs 
(3) TYPE: NUCLEIC ACID 
£j{ (C) 3TPANTEDNESS : DOUBLE 

{ D } TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE : CDMA 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Home Sapiens 
(F) TISSUE TYPE: Surrenals 

(!:■:) FEATURE: 

(A) NAME/ KEY : other 

(B) LOCATION: 90. .203 

(C) IDENTIFICATION METHOD: blast- 

(D) OTHER INFORMATION : identity 93 

reaion 10 5. .22 2 
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id HSC13B041 



est 



(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 2.. 99 

(CI I DENT I FI CAT ION METHOD : blastn 
(D) OTHER INFORMATION ; identity 100 



(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION : 90.. 208 

(C) IDENTIFICATION METHOD: blastn 
CD) OTHER INFORMATION : identity 98 



(B) LOCATION: 19. . 99 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 93 



(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 19.. 101 
(O IDENTIFICATION METHOD: blastn 



region 18 . . 115 
id HSC13B041 
est 



region 71 . . 189 
id T08849 
est 




URE : 



'IE /KEY : other 



region 1 . . 81 
id T0S349 
est 



other inf 



'ORMATION 



identity 93 
region 1 . . S3 
id H38132 



est 




(Cj IDENTIFICATION METHOD: blastn 
\0) OTHER INFORMATION: identity 92 



region 71 . .13? 
id H88132 
est 



' A ; l i AM E / K E Y : o t h e r 

■' — 1 f .^"^mT^" , -j - ^ ^ 



IDENTIFICATION METHOD: blastn 
->-r.z,R INFORMATION: identity 1C- 



region 14 0 . . 1 !- 
id H39132 



WO 99/06548 355 

fD) OTHER INFORMATION : identity 100 

region 92. . 139 
id T33149 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 19.. 110 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 1 . . 92 
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S id T33149 

I est 

(ix) FEATURE: 

(A) NAME /KEY : other 
|f (B) LOCATION: 18.. 99 

(C) IDENTIFICATION METHOD: blastn 
j (D) 0THER INFORMATION: identity 98 

region 1 . . 32 
id AA121114 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 158 . . 196 

M (C) IDENTIFICATION METHOD: blastn 

f (D) 0THER INFORMATION: identity 100 

region 141. . 179 
id AA121114 
est 

(ix) FEATURE: 

(A) NAME/KEY: sig_Deotide 
(3) LOCATION: 12.. 8 9 

(O IDENTIFICATION METHOD: Von H--, -. a -^. 
(D) OTHER INFORMATION: score 4.7 " * 

seq LIM0LG3VLLTRC/?= 
'XD SEQUENCE DESCRIPTION: SEQ ID NO: 229: 



ACTTTCCCAA C ATG GCG TCG AAG ATA GGT TCG AGA CGG ATG TTG CAG 50 

f.-. Ala ber Lys 119 .ly Ser Arg Arg T:p m, : Leu Gin 

-15 



"25 -20 



Su "I J" ^ T G CTC ACA CGC ^ CCC TTT TGG 98 

Me " Leu G1 V Ser v ^ Leu Leu Thr Arc ^ ^ 

-10 . 5 - -■ — 



3GC .0. 



CAG CTC ATG CTG nr^ "ar , ^ 

CIV Cvs P,e Ser Sln Leu Met Leu Tyr All aTu ^ £ i ^ £ ^ ^ 

10 15 



22 ~ 3 f C ? AC ATC CCA GTG CCT TAG CTG TAT T7C ~- .v<~ ~ G GCfl 
•H-g wo Pro *sp He Pro Val Pro Tyr Leu Tyr Phe ^o r.Z f La 

23 30 35 



19* 



'vj^-'v GTG C.G ' T '":'~' ^^ r z 

* Ala Val Leu Cys Ala Arg 212 
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(2) INFORMATION FOR SEQ ID NO: 230: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 301 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Brain 

(ix) FEATURE: 

(A} NAME /KEY : other 
(3) LOCATION: 4 0.. 2 93 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

region 19 . .272 
id W52056 
est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 128. ".220 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
( 0) OTHER INFORMATION: score <3 . 7 

seq L A V D S WW L D ? G H A / A V 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 230: 



GCA GCG GTG GCA CAG GCA CCC CCG GCC GTG GCC 7C7 AG Z 7CC CTC TTT 
Ala Ala Val Ala Gin Ala Pro Pro Ala Val Ala Ser Ser Ser Leu Phe 
15 10 15 



O v 

120 
169 



AAGAACTGCG 7C7CGCGACC CAGGCGCGGG 7TCCCGGAGG ACAGCCAACA AGCGATGCTG 

CCGCCGCCGT TTCCTGATTG GTTGTGGGT3 GCTACCTCTT CG77G7GA77 GGCCGCTAG7 

G AGC AAG ATG CTG AGC AAG GGT C7G AAG CGG AAA CG3 GAG GAG GAG GAG 

Met Leu Ser Lys Giy Leu Lvs Arg Lvs Arg G 1 31u GIu Glu 
-30 -25 -20 

GAG AAG GAA. CC7 CTG GCA GTC GAC TCC TGG TGG CTA GAG GG7 GGC CAC 217 

Glu Lys Glu ?ro Leu Ala Val Asp Ser Trp Trp Leu As-o Pro Giy His 
-15 -lb 



265 



GAC CTC TCA G7G CTC AAG CTC CAG CAC AGC CGC GGG 301 
Asp Leu Ser Val Leu Lys Leu His His Ser Arg Giy 
20 25 



{2; imforkat:::: for seq id no-. 23;: 

\i) GG7G'G;;CE CHARACTERI S7 1 G3 : 



<WO 9906548A2J, 



WO 99/06548 357 PCT/IB98/01222 

(A) LENGTH: 380 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE- 

(D) TOPOLOGY: LINEAR 

<ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(?) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 93. . 282 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 88 . . 277 
id W02951 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 40.. 93 

(C) IDENTIFICATION METHOD: blastr. 

(D) OTHER INFORMATION : identity 93 

region 36 . . S 9 
id W02951 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 34 7.. 38 1 

(C) IDENTIFICATION METHOD: blastn 
\D) OTHER INFORMATION : identity 10Z 

region 34 5. .37 9 

id W02951 

est 

(ix) FEATURE : 

(A) NAME/KEY: other 
■;3) LOCATION: 7. .41 

(C) IDENTIFICATION METHOD: blastr. 

( D ) OTHER INFORMATION : identity 9" 

region 2 . .2-. 
id W02951 
est 

(ix) FEATURE : 

;A> NAME /KEY : other 

(3) LOCATION : 316. . 347 

(C) IDENTIFICATION METHOD : blastr. 

\0) OTHER INFORMATION : identity 1 

region 31 ~. . . 3 4 4 

id W02951 

est 



[ A ' NAME / KtL Y : other 
'3; LOCATION: 233. .316 

IDENTIFICATION METHOD: blastr. 



.9906548A2J. 



WO 99/06548 358 PCI7IB98/01222 

(D) OTHER INFORMATION : identity 94 

region 279 . .312 

id W02951 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: S3. . 305 

$ ; (C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 
:j region 81 . . 293 

§ id N40687 

I 

(ix) FEATURE: 

(A) NAME /KEY : other 
. (B) LOCATION: 12, . 93 

3 (C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 1 . . 82 
id N40687 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 305. .381 
^ (CJ IDENTIFICATION METHOD: blastn 

§j (D) OTHER INFORMATION : identity 100 

^ region 292. .353 

id N40687 
est 

(ix) FEATURE: 

(A} NAME /KEY : other 
(3) LOCATION: 93.. 305 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 100 

region 30 . .2 92 
id N4482? 
est 

(A) NAME /KEY : other 
(3) LOCATION: 305. .331 
(C) IDENTIFICATION METHOD: blastn. 
( 0) OTHER INFORMATION: identity 100 
^ region 2 9 1 . . 3 67 

id N44328 
est 



NAME/KEY: other 

LOCATION: 4 0.. 9 3 

IDENTIFICATION METHOD: blase:] 

OTHER INFORMATION: identity i 
region 2-:. 
id N4 4 3 28 
est 

'J 3 7 - 



BNSDOCID: <WO 9906548A2_L> 



WO 99/06548 -<. Q 

^ PCT/IB98/01222 

(3) LOCATION: 93.. 381 

(C) IDENTIFICATION METHOD: blastr. 

(D) OTHER INFORMATION : -identity *99 

region 79 . .367 
id R91018 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 14.. 93 

(C) IDENTIFICATION METHOD: blastn 
(DJ OTHER INFORMATION : identity 98 

region 1 . . 80 
id R91018 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 93.. 305 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 80 ..292 
id W19557 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: 13.. 93 

(O IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity *96 

region 1 . . 81 

id W19557 

est 

(ix) FEATURE: 

(A) NAME /KEY: other 

(3) LOCATION: 305. . 380 

(CJ IDENTIFICATION METHOD : bias-- 

fD) OTHER INFORMATION; identity IOC 

region 2'j\ . .35 6 

id W19557 

est 

(ix) FEATURE: 

(A) NAME /KEY : sigjaeotide 
(3} LOCATION: 282 . . 329 

(C) IDENTIFICATION METHOD: Von r^r^v 

(D) OTHER INFORMATION: score 4 i' J ~ 

seq 5 L AAA L T L H G H WG / L G 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 231: 

AAGGAACGAG ATGGCGGTTC TCTGGAGGCT GAGTGCCGTT - C n G r^ T -™~_ , n 

AGCTCTGTTG C TT CGAAC7C CAGTGGTCAG AMCCTGCTCA TA7CTCAGCA TTTCTTCAGG 120 

ACCGACCT.-.T CCCAGAATGG TGTGGAGTGC AGCACATACA 7T7C7CACCG AGCCACCATT 190 

CTGGCTCCAA GGCTGCA7CT CTCCAC7GGA CTAGCGAGAG -T7G7CAGT GT7TTGCTCC 240 



9906548A2J_> 



WO 99/06548 ^ n • 

TrrrTr-r.^ PCT/1B98/01222 

TGGGTCTGCT TCCGGCTGCT TATTTGAATC CTTGCTCTGC G ATG GAC TAT TCC CTG 2 96 ' 

Met Asp Tyr Ser Leu 
-15 



SI Sa E Z J£ HI JJJ -T CAC TGG GGC CTT GGA CAA GTT GTT 
-10 eU H ^ Giy HlS Tr P G1 V Gly Gin Val Val 



" 5 1 



ACT GAC TAT GTT CAT GGG GAT GCC TTG CAG AAA CCT 
Thr Asp T yr Val Hxs Gly Asp Ala Leu Gin J£ S a 



10 15 



(2) INFORMATION FOR SEQ ID NO: 2 32: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 444 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

fii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Saoiens 
g :C) DEVELOPMENTAL STAGE: Fetal 

W I?) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 138.. 348 

IC) IDENTIFICATION METHOD: blastn 

O! OTHER INFORMATION: identity *97 

region 123 . . 338 
id HUM03CD04 3 
est 

FEATURE: 
(A) NAME /KEY: other 
(3) LOCATION: 10 . . 14 3 
(C) IDENTIFICATION METHOD : b^as — 
iO) OTHER INFORMATION: identity *94 

region 1 . . 134 
id HUM0 3 0D04 5 

Jix) FEATURE: 

(A) NAME /KEY : other 
^ (3) LOCATION: 343.. 403 

I {C > IDENTIFICATION METHOD: bias:^ 

(D; OTHER INFORMATION : identic/' "93 

region 3jfi. . 399 
id KUMQ*0D04B 
est 

- : FEATURE: 

(A) NAME /KEY; or her 
^ :3) LOCATION: -407. .445 

^ - C) IDENTIFICATION METHOD: bl=>s--- 

iC) OTHER INFORMATION: id-n- " 



344 

5 

380 
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WO 99/06548 361 

region 397 . .435 
id HUM080D04B 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 138.. 274 

(C) IDENTIFICATION METHOD: blastn 
f (D) OTHER INFORMATION : identity 96 

region 127 . . 263 
j id H29248 

if est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 11.. 14 3 
3* (C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 94 

region 1 . . 133 
id H2 92 4 8 
est 

(ix) FEATURE : 

(A) NAME /KEY : other 
(3) LOCATION : 273.. 348 
(C) IDENTIFICATION METHOD: blastn 
( D > OTHER INFORMATION : identity 99 
M region 263 . . 338 

^ id H2 924 8 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 348 . . 387 

(C) IDENTIFICATION METHOD: blastn 
\0) OTHER INFORMATION : identity 97 

region 339 . . 378 

id H2924S 

est 

(ix) FEATURE: 

(A) NAME /KEY; other 

(3) LOCATION: 392.. 4 11 

(Z) IDENTIFICATION METHOD: blastr. 

(D) OTHER INFORMATION: identity : ?3 

region 37 .; . . 4 03 
5? id H2 92-;-) 

est 

(ix) FEATURE : 
I (A) NAME/ KEY: other 

^ (3) LOCATION: 133.. 348 

(C) IDENTIFICATION METHOD: bldctn 

(D) OTHER IM FORMATION : identity 9V 

region 12 3 . . 33S 
id HU:-!: 7 j»;023 
est 

.ix; FEATURE: 
: $ { A ) NAM E / K E Y : other 

■'3) LOCATION: 10.. 143 



PCT/IB98/01222 
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(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 94 

.region 1 . .134 
id HUM179H02B 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 348.. 397 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 93 

region 339. . 388 
id HUM179H02B 
est 

EAT U RE : 

(A) NAME/KEY: other 
(3) LOCATION: 407. .437 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 100 

region 396 . .4 26 
id HUM179H023 
est 

EAT U RE : 

(A) NAME /KEY : other 
(3) LOCATION: 133 . . 299 
{C} IDENTIFICATION METHOD: biastn 
(D) OTHER INFORMATION: identity 95 

region 135. .296 
id H73551 
est 

EATURE: 

(A) NAME /KEY: other 
(3) LOCATION: 3.. 14 3 
;C) IDENTIFICATION METHOD: biastn 
■3) OTHER INFORMATION : identify 94 

region 1. . 14 1 
id H 7 3 5 5 1 
est 

(!:•:) FEATURE: 

■;A} NAME /KEY : other 
(3) LOCATION : 292 . . 34 8 
;C) IDENTIFICATION METHOD: biastn 
(3) OTHER INFORMATION: identity 9 3 

region 290 . . 34 6 
id H7?551 
est 

FEATURE: 
; A ) M AME / KE Y : other 
■:3) LOCATION: 402 .. 4 4 1 
■:C) IDENTIFICATION METHOD: bi^tr. 
■ 0) OTHER INFORMATION: identity V ; 



(ix) F 



WO 99/06548 363 

(A} NAME/KEY: other 

(B) LOCATION : 138.. 326 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 94 . . 282 
id W68502 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 44 . . 14 3 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 94 

region 1 . . 100 
id W68502 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
<B) LOCATION' ; 348. .408 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 98 

region 306. .366 

id W68502 

est 

(i:<) FEATURE : 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 181.. 396 

(C) IDENTIFICATION METHOD: Von HeMn- na^r^ 

(D) OTHER INFORMATION: score 4.7 

seq LS LX AS YIFGISG/FE 
SEQUENCE DESCRIPTION: SEQ ID NO; 232: 



PCT/IB98/0I222 



(xi) 



AGTTTTCAGG ARATTTGGAA GCTGCCGCAG TAGTTGGAGT CTAAGGACTC GTGACAATCT 60 
TCGGGTGCCC TTCGAGAGAA AAGGGGAGGA TGCCACTGGA GTCATCCTCT 7CAATGCCAC 120 
TATCCTTCCC ATCTBYBYTD RCCCTCRGTA CCACACAATA CTAACCCTTC CCCTHCTCTS 180 

ATG TCT TAC ATC ACC TCC CAG GAG ATG MG TG T V"T CTT r», ^ 

He. *er Tyr lie X hr S „ Gin Glu Met Lys £ ^ ™ ™ <~ J£ ™ 

~ 65 -50 

GCC AAT TGG TCA GGT CCC CAG CGT GAA CGT T t C C~A GA- CAP r~~ r-n 

A.- Trp Se r Gly Pro G , n Arg Glu ftrg ^ ^ JAC C^ GTA 275 

~ D ° -45 
GCT AA3 GCA GTG CCA GAA AAA T TA fAa ■• T - ^ 

Ala - - - <*- - - - £ & s s s - - 



- 4o 

-25 

CAG CTT 



"35 -30 



«a ^ £ S? S ^ =fi £ « ^ CT ; ™ P ™ «* SCC 3, 2 

_ 20 Y " SP Asp Hls ^ Ser Leu Xaa Ala 

~ lD -10 

TTT GGG 



ill 0 vjG ATC AGT 1 GGT TTp r * 

«• ». «i, s,; ei> l£ £ - « « « «. 
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* GC ^ T G J^ TTT GTC AGA CAG TCG 

31 n 
15 



Arg Asn Glu Phe Val Arg Gin Ser 444 
10 



(2) INFORMATION FOR SEQ ID NO: 233; 

(i) SEQUENCE CHARACTERISTICS * 

(A) LENGTH: 433 base pairs 
<B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: Horr.o Sapiens 
(F) TISSUE TYPE : Brain 

fix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 45.. 406 

(C) IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION: identity 99 

region 6. .366 
id W31793 
est 

fix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 55. .406 

(C) IDENTIFICATION METHOD • b>as^ 

(0) OTHER INFORMATION: identity^ 

region 2 . . 353 
id AAQ5 66 67 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 63.. 406 

(C) IDENTIFICATION METHOD • bUst- 

(0) OTHER INFORMATION: identity '99 

region 4 . .342 
id AA13I953 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION : 35. .363 
(C) IDENTIFICATION METHOD ■ b'as — 
OTHER INFORMATION: i den t ity *99 

region 1. .334 
^ H10262 



(ix) FEATURE: 

(A) NAME/ ^ - 't : o t p. f> 

(3) LOCATION: 77 . . 406 

(C) IDENTIFICATION METHCD: bl 



.9906548A2J_> 
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365 



PCT/IB98/01222 



(D) OTHER INFORMATION: identity 99 

region 1 . .330 
id W95790 
est 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(5) LOCATION: 200.. 427 
^ (C) IDENTIFICATION METHOD: Von Heijne matrix 

'' { D ) OTHER INFORMATION: score 4.7 

seq LIVYLWVVSFIAS/SS 

% 

M (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 233: 



AAGACGAGGT CATGAATCAT GTGACGGTGG CTTGAGGAGG AACCTGTCTT TAAAGCTGTC 60 

CCTGAAGTGA CAGCGGAGAG AACCAGGCAG CCCAGAAACC CCAGGCGTGG AGATTGATCC 120 

TGCGAGAGAA GGGGGTTCAT CATGGCGGAT GACCTAAAGC GATTCTTGTA TAAAAAGTTA 180 

CCAAGTGTTG AAGGGCTCC ATG CCA TTG TTG TGT CAG ATA GAG ATG GAG TAC 2 32 

Met Pro Leu Leu Cys Gin He Giu Met Giu Tyr 
-75 -70 

CTG TTA TTA AAG TGG CAA ATG ACA ATG CTC CAG AGC ATG CTT TGC GAC 280 
Leu Leu Leu Lys Trp Gin Met Thr Met Leu Gin Ser Met Leu Cys Asp 
-65 -60 -55 -50 

CTG GTT TCT TAT CCA CTT TTG CCC TTG CAA CAG ACC AAG GAA GCA AAC 328 
Leu Val Ser Tyr Pro Leu Leu Pro Leu Gin Gin Thr Lys Giu Ala Asn 
-45 -40 -35 

TTG GAC TTT CCA AAA ATA AAA GTA TCA TCT GTT ACT ATA ACA CCT ACC 37 6 
Leu Asp Phe Pro Lys He Lys Val Ser Ser Val Thr He Thr Pro Thr 
-30 -25 -20 

AGG TGG TTC MAT TTA ATC GTT TAC CTT TGG GTG GTG AGT TTC ATA GCC 4 24 
Arg Trp Phe Ma a Leu He Val Tyr Leu Trp Val Val Ser Phe He Ala 
-15 -10 ' -5 

AGC AGC AGT 4 33 

Ser Ser Ser 

1 



(2) INFORMATION FOR SEQ ID NO: 2 34: 

(i) SEQUENCE CHARACTERISTICS: 

.;A; LENGTH: 245 base pair.s 

(3} TYPE: NUCLEIC ACID 

(C; STPANDEDNESS: DOUBLE 

■0) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDMA 

(vi) ORIGINAL SOURCE: 

■', A ) 0 RG AN 1 3 M : Homo 3 a p i o n s 
[?) TISSUE TYPE: Surrenals 



BNSOOCID: <WO 9906548A2_U 



WO 99/06548 

(ix) 



366 



(ix) 



FEATURE : 
(A) NAME /KEY : other 
(3) LOCATION: 18.. 156 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity* 92 

region 39. . 179 
id C15963 
est 

FEATURE : 

(A) NAME /KEY: other 

(B) LOCATION: 139.. 239 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity *100 

region 161 . . 261 
id C15963 



PCT/IB98/01222 



(ix) FEATURE : 

(A) NAME /KEY : other 
(3) LOCATION: 17.. 219 

(C) IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION: identity 93 

region 22 . . 224 
id W07092 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: complement ( 2 . . 239 } 
(C) IDENTIFICATION METHOD: blast- 
(D> OTHER INFORMATION : identity 99 

region 140. .377 

id W72958 

est 

(ix) FEATURE: 

i'A) NAME/ KEY: other 
(3) LOCATION: 2. .239 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region IS . .255 
id W24219 
est 

(ix) FEATURE: 

(A) NAME /KEY: other 

(3) LOCATION: 2. .239 

(C) IDENTIFICATION METHOD : blast- 

ID) O.HER INFORMATION: identity 99 

region 16. .253 
id AA0-J07K 
est 

(A) NAME/KEY; sig_peDti.-i--- 

'2) LCCATION: 45. .110 

-NOTIFICATION METHOD : Von H-< — 
OTHER INFORMATION : score -J . 7 " 
^eq 3VMCVCLLIFGLA/TA 
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Ui> SEQUENCE DESCRIPTION : SEQ ID MO- 234- 



AAAGGACCCA GAAGTAGGGT TTTGGCCTAG GTAACGGGGC AGAG ATG TGG TTC GAG 

Met. Trp Phe Glu 
-20 

ATT CTC CCC GGA CTC TCC GTC ATG GGC GTG TGC TTG T"G ATT CC, rrn 
Xle Leu P ro c ly Leu Ser Val Met Gly Val Cys Leu Uu Te S Sy 

-10 -5 

CTG GCT ACT GCG TAC ATC CAC ARG TTC ACT rrr 

Leu Ala Thr Ala Tyr His Xaa Phe Jh! 7 * G ° ^ GAA 

Y his xaa Phe Thr Asn Arg Gly Lvs Glu Lys 

b 10 



« % % Til SI J™ J" Si S f 1 CTG flTG GM *» «' «« 

3 15 Jo Met GiU Arg A3 P Ar 9 



20 ?s 

25 30 



CGC ATC TCT GGA GTT GAT CGT TAC T~T ^ 
Arg He Se- Civ i a a * G :CA MG GGT CCA GGG 

9 Se. Gly Val Asp Arg Tyr Tyr Val Ser Lys Gly Pro Gly 



45 



(2) INFORMATION FOR SEQ ID NO: 235: 

(i) SEQUENCE CHARACTERISTICS • 

(A) LENGTH: 354 base oairs 
CBi TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

<ii) MOLECULE TYPE: CDNA 

fvi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Saoiens 
(F) TISSUE TYPE: Prostate 

(ix) FEATURE: 

(A) NAME /KEY : other 
(E) LOCATION' : 204 . . 351 

(C) IDENTIFICATION METHOD: b^astn 

(D) OTHER INFORMATION: identity 93 

region 162 . , 309 
id AA017973 
est 

(ixl FEATURE: 

(A) NAME /KEY : other 

(3:- LOCATION: 204. .351 

(CJ IDENTIFICATION METHOD : blastr. 

(CO OTHER INFORMATION : identity 93 

region 181. .323 
id AA021972 
est 

(ix) FEATURE: 

I Ai NAME/KEY: other 

{3i LOCATION : 204.. 35.1 

\'C) IDENTIFICATION METHOD: b^stn 



56 



104 



152 



200 



245 
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(D) OTHER INFORMATION : identity 93 

region 181 . . 328 
.id AA013987 
est 



(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION : 204.. 351 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 168 . . 315 
id AA014054 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 204.. 351 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 184 . . 331 

id W80073 

est 



(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 205.. 342 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.6 

seq LLVSLVLRXPAKS/TR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 235: 



GTTTAGCGA CCGGACCCGA AACGGGGAAG TTGTCTTGTG TGGAGAGGTT AGTAAAGCAG 60 

GCGCGCGTC ACCAGAGTCG TTTCTCTTCG GAGTCTTAGG TGATCGAGGG TGTGCCCAGG 120 

GGCGGACTT GTTTGCGCCT CCCGTTCCCT CCCAATTTCC AAACGTGTCA CCCCGGCGCC 18 0 

ACGGCCCTG TGCAGGGGAA GCAG ATG GAG TTC AAG CTG GAG GCT CAT CGC 231 

Met Glu Phe Lys Leu Glu Ala His Arg 
-45 -40 

TC GTC AGC ATC TCT CTG GGC AAG ATC TAC AAC TCG CGG GTC CAG CGC 27 9 
le Val Ser lie Ser Leu Gly Lys lie Tyr Asn Ser Arg Val Gin Arg 
-35 -30 -25 

GC GGC ATC AAG CTG CAT AAG AAC CTC CTG GTC TCG CTG GTG CTG CGC 327 
iy Gly lie Lys Leu His Lys Asn Leu Leu Val Ser Leu Val Leu Arg 
-20 -15 -10 

SG CCC GCC AAG TCT ACC CGA GCG GGG 354 
a a Pro Ala Lys Ser Thr Arg Ala Gly 
-5 ' 1 



INFORMATION FOR SEQ ID NO: 236: 



(i) SEQUENCE CHARACTERISTICS : 

(A- LENGTH: 420 base pairs 
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(3) TYPE : NUCLEIC ACID 

( C ) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Brain 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 37. .215 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 1 . .179 
id AA146876 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 214 . . 368 

(C) IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION: identity 93 

region 179 . .333 
id AA146876 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 370. .399 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 334 . . 363 
id AA146376 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 49. . 319 

(C) IDENTIFICATION METHOD: blastn 

•Di OTHER INFORMATION: identity 99 

region 15 . .285 

id AA044109 

est 



§ (ix) FEATURE: 

(A) NAME/KEY: othe: 



■: = ) LOCATION: 371. . 414 

(C) IDENTIFICATION METHOD: blastn 

[2) OTHER INFORMATION: identity 100 

region 338 . . 331 
id AA044109 
est 

.x) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 339. . 368 

;C) IDENTIFICATION METHOD: blastn 
iZ) OTHER INFORMATION: identity 93 

region 307 . . 336 
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370 PCT/IB98/01222 

id AA044109 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 52. .362 

(C) IDENTIFICATION METHOD : blastn 

^ (D) OTHER INFORMATION: identity 99 

region 27 . .337 
id H21138 

I 

|| (ix) FEATURE: 

(A) NAME /KEY: other 

(B) LOCATION: 372.. 407 

(C) IDENTIFICATION METHOD: blastn 

$ < D > OTHER INFORMATION: identity 100 

region 347 . . 382 

id H21138 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 52. .254 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

& region 14 . .216 

^ id AA150025 

^ est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 307.. 368 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 271 . . 332 
id AA150025 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 253. .315 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 92 

region 216. . 278 
id AA150025 
est 

(ix) FEATURE : 
_ 4 (A) NAME/ KEY : other 

§ (3) LOCATION: 370. .4 14 

*' (C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 332 . . 376 
id AA150025 
est 

(ix) FEATURE: 

(A) NAME/ KEY : other 
(2) LOCATION: 5 9. . 3 63 



(C) IDENTIFICATION METHOD: blastn 
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(D) OTHER INFORMATION: identity 98 

region 1 . .310 
. id N28828 
est 

FEATURE: 
(A) NAME/KEY: other 
{3} LOCATION: 370. .414 
(CI IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 100 

region 311. .355 
id N28828 
est 

m 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

^ (B) LOCATION: 94.. 384 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.6 

~.v : seq IASGLGLXLDCWT/SS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 235: 



(xx) 



AATCTAGCCC CGCCCCAGGC GAGGGCGCCG CACCCACACC GCGCTGCGCA GTTTTGTTCT 60 

GCTCCAGCTG TTCGAAGGTG ATCCAGACGC AAG ATG GCT GTC CTC TCT AAG GAA 114 

Met Ala Val Leu Ser Lys Glu 
-95 

TAT GGT TTT GTG CTT CTA ACT GGT GCT GCC AGC TTT ATA ATG GTG GCC 162 
Tyr Gly Phe Vai Leu Leu Thr Gly Ala Ala Ser Phe lie Met Val Ala 
-90 -85 -80 -75 

CAC CTA GCC ATC AAT GTT TCC AAG GCC CGC AAG AAG TAG AAA GTG GAG 210 
His Leu Ala He Asn Val Ser Lys Ala Arg Lys Lys Tvr Lvs Val Glu 
-70 -65 * -60 

TAT OCT ATC ATG TAG AGC ACG GAC CCT GAA AAT GGG CAC ATC TTC AAC 2 53 
Tyr Pro He Met Tyr Ser Thr Asd Pro Glu Asn Glv His He Phe Asn 
-55 -50 * -45 

TGC ATT CAG CGA GCC CAC CAG AAC ACG TTG GAA GTG TAT CCT CSC TTC 30 6 
Cys He Gin Arg Ala His Gin Asn Thr Leu Glu Val Tyr Pro Xaa Phe 
-40 -35 -30 

TTA TTT TTT CTA GCT GTT GGA GGT GTT TAG CAC CCG CGT ATA GCT TCT 35 4 
Leu Phe Phe Leu Ala Val Glv Gly Val Tyr His Pro Ara He Ala Ser 
-25 -20 -15 

GGC CTG GO: TTG DCM CTG GAT TGT TGG ACG AGT TCT TTA TGC TTA TGG 4 02 
Gly Leu Gly Leu Xaa Leu Asp Cvs Trp Thr Ser Ser Leu Cys Leu Tro 
-10 -5 1 5 

CTA TTA GA: GGG CCG GGG 4 20 

Leu Leu His Gly Pro Gly 



(2) info?:-:at:o:: tor seq id 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 406 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDNA 
(vi) ORIGINAL SOURCE: 



1 



1 



(A) ORGANISM: Homo Sapiens 
(?) TISSUE TYPE: Brain 

[ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 29 . .227 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 1 . . 200 
id AA074804 



(ix! FEATURE : 

:A! NAME/KEY: other 
{3) LOCATION: 265. .310 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 2 33. .233 
id AA074804 
est 

(ix) FEATURE: 

(A) NAME /KEY: other 

(3) LOCATION: 227 . .263 

:C: IDENTIFICATION METHOD: blastn 

[D) OTHER INFORMATION: identity 100 

region 201. .237 
id AAQ74 3C4 
est 

(ix: FEATURE: 

(A) NAME /KEY: other 

(3) LOCATION: 3 52 . .38 5 

■;C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 94 

region 328 . . 361 
id AA074804 



A ) NAME /KEY : otner 
3} LOCATION: ccrr.pier?.ent (259. . 403) 
Z) IDENTIFICATION METHOD: blastn 
3; OTHER INFORMATION: identity 99 

region 123 . .272 

id N93600 

est 

LATURE: 

:A; NAME/KEY: -it her 
3; LOCATION: r : v. ::• c I sr.* n t ' 8 5 . .207) 
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(C) IDENTIFICATION METHOD : blastn 
i0) OTHER INFORMATION: identity 96 

- region 325 ..447 
id N93600 
est 

(ix) FEATURE: 
^ (A) NAME /KEY : other 

" (B) LOCATION: complement { 202 4 08) 

(C) IDENTIFICATION METHOD: blastn 
| (D} 0THER INFORMATION: identity 99 

| region 117. .323 

| id AA074743 

est 

(ix) FEATURE: 
# (A) NAME /KEY : other 

(3) LOCATION: complement ( 1 1 6 153 1 
tC) IDENTIFICATION METHOD: blastn' 
(D) OTHER INFORMATION: identity 97 

region 375 . . 4 12 
id AA074743 
est 

(i>:i FEATURE : 

(A) NAME/KEY: other 
|§ ' 3) LOCATION: corr.oiement ( 1 6 7 ->C) 

;C) IDENTIFICATION METHOD : bias-n' 
J - (D) OTHER INFORMATION: identity 97 

region 324 . . 359 
id AA074743 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: corr.Dlement ( 2 5 3 403 ) 
(C) IDENTIFICATION METHOD: blastn' 
(?) OTHER INFORMATION: identity 99 

region 123. .273 

id N93603 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: coT.olem»nt ( 203 251' 
(C> IDENTIFICATION METHOD: blastn' 
* (D) OTHER INFORMATION : identity 97 

region 280. . 323 
id N93603 

;| est 

'ix) FEATURE : 

■A) NAME /KEY : other 

\3) LOCATIO';: c o :~ o 1 e .t ■=> ^ ''163 20^' 
(C; IDENTIFICATION METHOD : blastn' 
OTHER INFORMATION: identity 97 

region 329. .353 
id M93603 

$ est 



PCT7IB98/0J222 
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(A) NAME /KEY ; other 

(3) LOCATION: complement (90 . .125) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 94 

region 411. .446 
id N93603 
est 

(ix) FEATURE: 

(A) NAME/KEY: sig_peDtide 

(B) LOCATION: 272., 397 

(C) IDENTIFICATION METHOD: Von Hei]ne matrix 

(D) OTHER INFORMATION: score 4.6 

seq RIPSLPGSPVCWA/WP 



(XI) 


SEQUENCE DESCRIPTION': 


SEQ ID NO: 


237: 






AAAAGGAAAG 


AGGTYSGGAG 


CGCTCGCGAG 


ATCTCGGACC 


ACCCAACCTG 


AAAGGTGCTT 


60 


AGGAAGTTGA 


AAGGCCCAGA 


GGAGGCCTCC 


GGGCAAATGG 


CCGGAGCTGG 


ACCGACCATG 


120 


CTGCTACGA3 


AAGAGAATGG 


CTGTTGCAGT 


CGGCGTCAGA 


GCAGCTCCAG 


i ■j^>_«jGGGAT 


130 


TCGGACGGAG 


A-oCGCGAGGA 


CTCGGCGGCT 


GAGCGCGCCC 


0 AC AGC AGC T 


AGAGGCGCTG 


240 


CTCAACAAGA 


CTATGCGCAT 


TCGCATGACA 


G ATG GAC G 
Met Asp G 


*jA CAC TGG 
iy His Tro 
40 


TCG GCT 
Ser Ala 


292 



SI I"' ^ ^ G?G AC? GCA ATG TCA T - — — ^ ^ 

Ala Phe Ser Ala Leu Thr Val Thr Ala Met Ser Ser Tro Ala Arg Arg 
~ 35 -30 -25 " 1 2 0 

AGG AGT TCC TCA AGC CGT CGG AT: CCT TCT CTG CCG GGG AGC CCC G^G 

Arg Ser »er Ser Ser Arg Arg lie Pro Ser Leu Pre Glv Ser Pro Val 
-15 -10 _ 5 

TGC TGG GCC TGG CCA TGG 
Cys Trp Ala Trp Pre Tro 



340 



406 



(2) INFORMATION FOR SEQ ZD NO: 239: 



• ) SEQUENCE CHARACTERISTICS: 

'A; LENGTH: 208 base pairs 
!2; TYPE: N'JCLEIC AC I D 
[Z) STRANDEDNE35: DOUBLE 



TCPOLOG': 



ORIGINAL SC'Jr 
(A) ORGANIS: 



o:no sapiens 



"EAT U RE : 

'.'A; naxe/ke': 



other 
6 . . 207 
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(C) IDENTIFICATION METHOD: blastn 

( D) OTHER INFORMATION: identity 96 

region 20 . .171 
id N4189S 
est 

(ix) FEATURE : 

(A) NAME/KEY: other 
{3) LOCATION: 69. .207 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 38 , . 176 
id H69272 
est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 56. . 103 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
{Di OTHER INFORMATION: score 4.5 

seq RLLLRRFLASVIS/RK 



SEQUENCE DESCRIPTION: SEQ ID NO: 239: 



ACTTGACAGG CAGGGAGGGC TAGGCTGTGC ATCCCTCCGC TCGCATTGCA GGGAG ATG 58 

Met 

GCT CAG CGA CTT CTT CTG AGG AGG TTC CTG GCC TCT GTC ATC TCC AGG 106 
Ala Gin Arg Leu Leu Leu Arg Arg Phe Leu Ala Ser Val lie Ser Arg 
-15 -10 -5 1 

AAG CCC TCT CAG GGT CAG TGG CCA CCC CTC ACT TCC AG A GCC CTG CAG 154 
Lys Pro Ser Gin Gly Gin Trp Pro Pro Leu Thr Ser Arg Ala Leu Gin 
5 10 15 

ACC CCA CAA TGC AGT CCT GGT GGC CTG ACT GTA AC A CCC AAC CCA GCC 202 
Thr Pro Gin Cys Ser Pro Gly Gly Leu Thr Val Thr Fro Asn Pro Ala 
20 25 3C 

CGG ACG 208 
Arg Thr 
35 



(2) INFORMATION FOR SEQ ID MO: 239: 

; i ; SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 400 base pairs 
<'5) TYPE: NUCLEIC ACID 
■;C) STRANDEIMESS : DOUBLE 
-;c; TOPOLOGY: LINEAR 

!::) MOLECULE TV?": CDNA 

ORIGINAL SOURCE: 
■' A ; O RG AN I S X : Hoxo Sapiens 
[F* TISSUE TYPE: Lymph gang] 

ix; FEATURE: 
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(A) NAME/ KEY : Other 

(B) LOCATION: 124.. 343 

(C) IDENTI FICAT ION METHOD: blastn 

(D) OTHER INFORMATION : ' identity 97 

region 103. .322 
id H72703 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 24 . . 135 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 4 . .115 
id H72703 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 357. .398 

(C) IDENTIFICATION METHOD: blastn 

( D) OTHER INFORMATION: identity 97 

region 336.. 377 

id - H727C3 

est 



(ix) FEATURE: 

(A J NAME/KEY: other 
(3) LOCATION: 7.. 343 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region I , ,3 37 
id W68324 
est 



(ix) FEATURE: 

■A) NAME /KEY : other 

(3) LOCATION: 357.. 391 

iZ) IDENTIFICATION METHOD: blastn 

( D ) OTHER INFORMATION: identity ICC 

region 351 . .33 5 

id W6S324 

est 



(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 7 . . 134 
^ -C) IDENTIFICATION METHOD: blastn 

[D) OTHER INFORMATION: identity 95 

region 1 . .123 
id AA054 94 1 

3 est 

:ix) FEATURE: 

:.A) NAME /KEY : other 
(3) LOCATION: 151.. 283 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 13 5. .27 7 
id AA0 5 4 94 1 
est 
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WO 99/06548 3?? 

FEATURE: 
(A) NAME /KEY : other 
(3) LOCATION: 124 .. 191 

(C) IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION: identity ' 92 

region 117 . . 184 
id AA054 941 
est 

Cix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 361.?398 

(CJ IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 92 

region 360. . 397 
id AA054941 
est 

(i:<) FEATURE: 

■A) NAME /KEY : other 
(3) LOCATION: 12-1.. 343 

(C) IDENTIFICATION METHOD : bias-n 

(D) OTHER INFORMATION: identity 97 

region 97 . . 316 
id AA1292 97 
est 

fix) FEATURE: 

(A) NAME /KEY: other 
(3) LOCATION: 27.. 134 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity' 100 

region 1 . . 10S 
id AA123297 
est 

FEATURE: 
(A) NAME/?'EY: ocher 
13) LOCATION: 357 . .399 

(C) IDENTIFICATION METHOD: blast-r. 

(D) 0TH ^ --ORZ-1ATION: identity "97 

region 330. . 371 
id AA123297 
est 

fix) FEATURE: 

(A) NAME/ KEY : other 
(3) LOCATION: complement ( 153 .. 300) 
(C! IDENTIFICATION METHOD: blastn 
{0) --FORMATION : identity 95 

region 103 . .255 

id H72704 

est 

FEATURE: 
(A) NAME /KEY: or,er 
(3; L0:AT:::; : complement (231 . . 343) 
I DENT -FY "TI0N METHOD: blascn 
^' 0T ™ ? NATION: identify 100 

region 64 . .116 



PCT/IB98/01222 



WO 99/06548 373 

id H72704 
est 

(ix) FEATURE : 

(A) NAME/KEY: other 

(3) LOCATION: complement ( 1 0 1 1 5 1 ) 

(C) IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION: identity 98 

region 259. . 309 

id H72704 

est 

{ix} FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: complement ( 3 57 .. 3 98 ) 

(C) IDENTIFICATION METHOD: blastn 
(DJ OTHER INFORMATION: identity 95 

region 9 . . 50 
id H72704 
est 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 311. ".385 

(C> IDENTIFICATION METHOD: Von Heijne ma:Hv 

(D) OTHER INFORMATION : score 4.5 

seq FLLLLEVSKLLLI / IN 
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<xi) 


SEQUENCE DESCRIPTION: SEQ ID NO: 


239: 






AGACGTGTTC 


TTCCGGTGGC GGA5GGCGGA TTAGCCTTCG 


CGGGGCAAAA 


7GGAGCTCGA 


60 


GGCCATGAGC 


AGATATACCA GCCCAGTGAA CCCAGCTGTC 


TTCCCCCA7C 


TGACCGTGGT 


120 


GCTTTTGGCC 


ATTGGCATGT TCTTCACCGC CTGGTTCTTC 


GTTTACGAGG 


TCACCTCTAC 


130 


CAAGTACACT 


CGTGATATCT ATAAAGAGCT CCTCATCTCC 


TTAGTGGCCT 


CACTCTTCAT 


24C 


GGGCTTTGGA 


GTCCTC77CC 7GC7GCTCTG GGT7GGCATC 


i ACGTGTGAG 


C .hC C C AAG g g 


300 


TAACAACCAG 


ATG GC. 7CA C - 3 AAA CCT GCT T7T GTA AAT TAG 
Met Ala Ser Leu Lys Pro Ala Phe Val Asn Tvr 
-25 - 20 _ 15 


TTT TTT 
Phe Phe 


349 


T7A CTG TTG 
Leu Leu Leu 
-10 


CTG GAA GTG TCC CAC CTG CTG CTC 
Leu Glu Val Ser His Leu Leu Leu 
-5 


ATA ATA AAT 
He He Asn 
1 


GCA GAA 
Ala Glu 


397 



4 0C 



INFORMATION T 7 SEQ ID MO: 24 0: 

(i) SEQUENCE 'CHARACTERISTICS: 

LENG7N: base pairs 

TYPE: NUCLEIC ACID 
57RAN::E7NZ;33 : DOUELE 
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(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Substantia nigra 



$ (i:<) FEATURE: 

(A) NAME/KEY : other 



(B) LOCATION: 226. . 396 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 202. . 372 

id N40054 

est 

(ix) FEATURE: 

(A) NAME/ KEY : other 

(B) LOCATION: 27 . . 162 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 34 

region 2 . .137 
id N40054 
est 

(ix) FEATURE: 

(A) NAME/KEY : other 

(B) LOCATION: 158.. 214 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 134 . . 190 
id N40054 
est 

{ix} FEATURE: 

! A ) NAME /KEY: other 

(3) LOCATION: 15.. 14 6 

(C) IDENTIFICATION METHOD: blastn 

i0) OTHER INFORMATION : identity 93 

region 2 . .133 
id W25433 
est 

(ix) FEATURE: 

:A) NAME /KEY : other 

(3) LOCATION: 226.. 305 

■Ci IDENTIFICATION METHOD: blastn 

■;d; OTHER INFORMATION: identity 96 

region 213. .292 
id W25433 
est 



( ix ; 



l/KEY: other 

YTIOM: 157, .214 

ITIFICATION METHOD: blastn 

£R INFORMATION: identity ICQ 
region. 14 4. .2 
id W25433 
est 
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(ix) FEATURE: 

(A) NAME/KEY : other 

(3) LOCATION: 34.. 157 

(C) IDENTIFICATION METHOD: blastn 



(D) OTHER INFORMATION: 



identity 99 
region I . .124 
id C17967 
est 



(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 226..324 

(C) IDENTIFICATION METHOD: blastn 



£3 



(D) OTHER INFORMATION: 



identity 100 
region 194 . . 292 
id C17967 
est 



,x) FEATURE: 



(A) 
(3) 
( C ) 
( D) 



NAME /KEY : other 

LOCATION: 157 . .214 

IDENTIFICATION METHOD: blastn 

OTHER INFORMATION: identity 100 

region 125 . . 1S2 
id C17967 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 
.(3) LOCATION: 326.. 337 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

region 2 93.. 
id C17967 
est 



354 



FEAT j RE : 

(Ai NAME /KEY : other 

(Bl LOCATION: 226. .396 

(C; IDENTIFICATION METHOD: blastn 

(D, OTHER INFORMATION : identity 100 

region 167. .3 37 

id N27721 

est 



(ix) FEP 



1 



NAME /KEY : other 

LOCATION: 61 . . 162 

IDENTIFICATION METHOD: blastn 

OTHER INFORMATION: identity 96 

region 1 . .102 
id N27721 
est 



; AXE /KEY: other 
,:.DATION: 1 S 3 . .214 
DFNTI FIC.AT ION METHOD: blastn 
..THER INFORMATION: identity 100 

region 9 3. .155 
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id N27721 
est 
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(ix) FEATURE : 

(A) NAME /KEY : other 

(B) LOCATION: 50. .214 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 1 . .165 
id T47061 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 226.. 377 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 177 . . 323 

id T47061 

est 

(ix) FEATURE: 

{ A ) M AM E / KE Y : s i g_pe p t i de 
(3) LOCATION: 156. . 366 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
{ D) OTHER INFORMATION: score 4.5 

seq L FWV I VLT 3 V." I T I / FQ 

(>:i) SEQUENCE DESCRIPTION: SEQ ID NO: 240: 



AAAAACGTCC ATAACTGAAA GTAGCTAAGG CACCCCAGCC GGAGGAAGTG AGCTCTCCTG 60 

GGGCGTGGTT GT7CGTGATC CTTGCATCTG TTACTTAGGG TCAAGGCTTG GGTCTTGCCC 12 0 

CGCAGACCCT TGGGACGACC CGGCCCCAGC GC AST ATG AAC CTG GAG CGA GTG 17 3 

lu Arg Val 



CTG GGG GGG 221 
Leu Gly Giy 



TGG TTC TTC 269 
Trp Phe Phe 
-40 

CAA ATC AAA 317 
Gin lie Lys 
-25 

GTG ATA GTG 365 

Val lie Val 

-10 

395 



Men Asa Leu G 
-7 5 

TCC AAT GAG GAG AAA TTG AAC CTG TGC CGG AAG TAG TAG 
Ser Asn Glu Glu Lys Leu Asn Leu Cys Arg Lvs Tyr Tvr 
-70 -65 * -60 

TTT GCT TTC CTG OCT TTT CTC TGG TTG GTC AAC ATC TTC 
Phe Ala Phe Leu Pro Phe Leu Trp Leu Val Asn He Phe 
-55 -50 -45 

CGA GAG GCC 77.7 CTT GTC CCA GCC TAC AC A GAA CAG AGC 
Arg Glu Ala Phe Leu Val Pro Ala Tyr Thr Giu Gin Ser 
-35 -30 

GGC TAT GTC TGG CGC TCA GCT GTG GGC TTC CTC TTC TGG 
Gly Tyr Val Tro Arg Ser Ala Val Gly Phe Leu Phe 7ro 
-20 -15 

CTC ACC TCC 77 G .777 A7G ATC TTC CAG ATC 
Leu Thr Ser 7rc He Thr He Phe Gin lie 



9906548A2 I > 
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(2) INFORMATION FOR SEQ ID NO: 24 1: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 189 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRAMDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

$ (ii) MOLECULE TYPE : CDNA 

< vi ) ORIGINAL SOURCE: 
I (A) ORGANISM: Homo Sapiens 

£ (F) TISSUE TYPE: Lung (cells) 

(ix) FEATURE: 

(A) NAME /KEY : other 
-S» (B) LOCATION : 80.. 115 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 170 . . 205 
id AA090974 
est 

(ix) FEATURE : 

(A) NAME /KEY : Sig_peptide 

(3) LOCATION: 73.. 135 
I ^ENTIFICATION METHOD: Von Heijne matrix 

1 (D) OTHER INFORMATION : score 4.4 

" seq AVASSFFCASLFS/AV 

Cxi) SEQUENCE DESCRIPTION: SEQ ID NO: 241: 

ATTTTTTTCT TGCTCGTGGG CTCGGACGAG TACGGAGCGC CTGCAGGGAC AGCCTGGATA 



PCT/IB98/01222 



60 



AAGGCTCACT TO ATG OCT GAG TTG GGA CCA GTT GTG GCT GTG GCT TCC AGT 1U 
-la Gin Leu Gly Ala Val Val Ala Val Ala Ser Ser 



-20 .,c 

15 -10 



lie HI cvl P CTC I TC I CA GCT GTG CAC AAG ATA GAA GAG GGA 159 

C.,s se . ,eu Pne Ser Ala Val His Lys ii* Giu Glu Gly 



0 



CAT Aa G^G G A TAT 7 AC AGA GGC GGT GTG 
Gly 1/fil Tyr Arg Gly Gly Val 

10 15 



139 



(2) IN FORMAT 10!." FOR SEQ ID NO: 242: 

U) SEQUENCE CHARACTERISTICS: 

LENGTH: 313 base oairs 
:;?£: NUCLEIC ACID 
'C ST HANDEDNESS : DOUBLE 
■2; TOPOLOGY: LINEAR 

ui: mo:.:.c:'le ty?e : cdna 
$ (vi) or::';;:al source: 

* ■ ^ :- . _ S M : H o rr.o Sapiens 



BNSDOCID: <WO 9906546A2J_> 
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(0) DEVELOPMENTAL STAGE: Fetal 
(?) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 62.. 308 
(C) IDENTIFICATION METHOD: blastn 
^ (0) °THER INFORMATION: identity 95 

region 16 . .262 

-.; id AA044042 

If est 

: |j (ix) FEATURE: 

(A) NAME /KEY : other 

(3} LOCATION: 4 6. .78 

(C) IDENTIFICATION METHOD: blastn 

*1 (D > 0T HH:R INFORMATION : identity 90 

region I. .33 

^ id AA044042 

est 

(ix) FEATURE: 

:A; NAME/KEY: other 
(3) LOCATION: 7 5.. 303 
(C) IDENTIFICATION METHOD: blast- 
■:D) OTHER INFORMATION: identity *57 
ffi region 6. .239 

id AA127 90 2 
est 

(ix) FEATURE: 

{A} NAME/KEY: other 

(3) LOCATION: 93. . 308 

:Ci IDENTIFICATION METHOD: blastn 

:D; OTHER INFORMATION: identity 99 

region 1 . .215 
id AA056679 
est 

(ix; FEATURE: 

A) NAME /KEY: other 

LOCATION : complement (104 . . 303} 
■C) IDENTIFICATION METHOD : blastn' 
OTHER INFORMATION: identity 9 9 

region 246. . 450 
id W93399 
est 

--TURE : 

.? NAME /KEY : other 
■: LOCATION: 12 6.. 308 
';■ IDENTIFICATION METHOD: blastn 

identity 9" 
region 2 . . 134 
id H39528 
est 



PCT/IB98/01222 



mi: sig_peptide 
i -AT ION : 122. . 196 
CERTIFICATION METHOD: Von 



BNSDOCID: <WO 9906548A2_L> 



■as 



WO99/06S48 -, QA 

PCT/IB98/01222 

(0) OTHER INFORMATION: score 4.4 

seq L VFM V PL'v'G L I H L / GW 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 242: 

GCGAAGGTTG TCGGGATCCG CGGCAGCAGC GGCTGCTTGA GATCTGTTTC TGGGGCCTCT 60 
GGCGGTGGCG GCCTGGGGCG GCGCGACGGC TGGTGCGCAG GTACACTGAT GCTGAAGTAC !20 

T ult f ° ^ T MC TTG TGG AGA GAC TAC AAA GTT TTG GTT TTT ATG 169 

Me Ser Leu Arg Asn Leu Trp Arg Asp Tyr Lys Val Leu Val HI mI? ' 

" 2 ° "15 -io 



vl" Pro L'u SIT n G ?T A CM TTG GGG TGG TAC ftGA ^ AAA AGC 

va. Pro Leu Val Gly Leu lie His Leu Gly Trp Tvr Arg He Lys Ser 



217 



% "5 1 



265 



AGC CCT GTT TTC CAA ATA CCT AAA AAC GAC GAC A t T Cr-r GAG CAA raT 
Ser Pro Val P he Gin lie Pro Lys Asn Asp Asp lie Pro clu oin So 

15 20 

AGT CTG GGA CTT TCA AAT CTT CAG AAG AGC CAA AT'~ GGG VA C- V, 

Ser Leu Gly Leu Ser Asn Leu Gin Lys Ser Gin lie Gl" Ue" £eu 

30 - 



(2) INFORMATION FOR SEQ ID NO: 24 3: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 415 base pairs 
(3) TYPE: NUCLEIC ACID 
(C) STRANDEDNESS: DOUBLE 
:D) TOPOLOGY: LINEAR 

fiil MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
in TISSUE TYPE: Spleen 

fix) FEATURE : 

(A; NAME/KEY: other 

(3: LOCATION: 57 . . 306 

■;C) IDENTIFICATION METHOD: blast- 

(0; OTHER INFORMATION: identity 99 

region 33 . . 232 
id AA088437 
est 

U>:} FEATURE : 

*:■■■-} NAME /KEY: sigjpeptide 
(3) LOCATION: 341. .409 

<C) IDENTIFICATION METHOD: Von He ; rr^tr^v 
OTHER INFORMATION: score 4.4 

seq vfcll:s:?t?sa/hl 



VJE-CE DESCRIPTION: SEQ ID NC 



24 3: 



BNSDOCID: <WO 9906548A2_I_> 



4$ 
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AGTCGTTGCC ATSGATCCTG GGGACGACTG GCTGGTGGAA TCCTTGCGCT TGTAAATCGT 60 

ACCAGGATTT CTATGCATTC GACCTGTCAG GAGCCACTCG AGTCCTTGAA TGGATTGATG 120 

ACAAAGGAGT CTTTGTTGCT GGCTATGAAA GCCTGAAAAA GAATGAAATT CTTCATCTGA 180 

AATTACCTCT CAGACTTTCT GTAAAGGAAA ACAAGGGCTT ATTCCCAGAA AGAGATTTCA 2 40 

AAGTGCGCCA TGGAGGATTT TCAGACAGGT CTATCTTTGA TCTAAAGCAT GTGCCACATA 300 

CCAGGTATGG TCAATTTTGT GATCCAGCCA TCCACACAGG ATG GGA TGG GAT GGC 35 5 

Met Giy Trp Asp Gly 
-20 



TGC AAA TGC CTG GGG GTA TTC TGC CTC CTC ATC TCC ATT CCC ACC CCC 
Cys Lys Cys Leu Gly Val Phe Cys Leu Leu lie Ser He Pro Thr Pro 
-15 -io _ 5 

TCA GCA CAC CTG 
Ser Ala His Leu 



(2) INFORMATION FOR SEQ ID NO: 24 4: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 4 53 base pairs 
(3} TYPE: NUCLEIC ACID 
\Z) STRANDEDNESS: DOUBLE 
(2) TOPOLOGY: LINEAR 



403 



415 



(ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

■:A) ORGANISM: Homo Sapiens 

■3) DEVELOPMENTAL STAGE: Fetal 

■F) TISSUE TYPE: kidney 

fix) FEATURE: 

(A) NAME /KEY: other 

IB) LOCATION: 156.. 451 

;'C) IDENTIFICATION METHOD: blast?. 

<Z) OTHER INFORMATION: identity 99 

region 122 . .4 17 
id AA085629 



EATURE : 

(A) NAME /KEY : other 

(3) LOCATION: 4 4.. 14 4 

(C) IDENTIFICATION METHOD: blastr. 

C) OTHER IN FORMATION : identity 94 

region 1 4 . . 1 14 
id AA085629 
est 



FEATURE: 
,A) NAME /KEY: other 
iP.) LOCATION: 135.. 259 

IDENTIFICATION METHOD: blast- 
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(D) OTHER INFORMATION : identity 99 

region 134 . .237 
id AA132309 
est 

<ix) FEATURE: 

(A} NAME/KEY: other 

(B) LOCATION: 47 . . 144 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

region 2 9. .126 
id AA132309 
est 

(ix) FEATURE: 

(A; NAME/KEY: other 

(B) LOCATION: 27 4. .314 

(C) IDENTIFICATION METHOD: blastn 
(CJ OTHER INFORMATION: identity 100 

region 254 . .294 
id AA132309 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: 47.. 144 

(C; IDENTIFICATION METHOD: blastn 

{ 0) OTHER INFORMATION: identity 92 

region 15 . .112 

id H35088 

est 

{ix} FEATURE: 

(A! NAME /KEY : other 

(3; LOCATION: 156.. 34 5 

(C; IDENTIFICATION METHOD: blastn 

(D; OTHER INFORMATION: identity 98 

region 63 . .252 

id HUMLI1153 

est 

(ix: FEATURE: 

(A: NAME /KEY : sig_peptide 
(5: LOCATION: 12.. 365 

[2: IDENTIFICATION METHOD: Von Heijne matrix 
OTHER INFORMATION: score 4.4 

seq I LAHRLG L I ? I H A/ D P 

(xi'i SEQUENCE DESCRIPTION: SEQ ID NO: 24 4: 



AGAGA77GAA G ATG GCG GCT TCT CAG GCG GTG GAG GAA ATG CGG ACC GCG 50 
Met Ala Aia Ser Gin Aia Val Glu Giu Met Arg Tr.r Ala 
-115 -110 

TGG TTC 7"-:"; GGG AGT TTG GGG TTC GCA ATG TCC ATA CTA CTG ACT TTC 98 
Trp Phe Trp Gly Ser Leu Gly ?ne Ala Met Ser He Leu Leu Thr Phe 
-105 * " -100 -95 -90 



Pro Val Tr.r He Pro Val Met Met Met Pro Gly Thr Arg Xaa Giy Phe 



146 
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-85 



-80 _ 75 



" 65 -60 

CTG GAG TTT GAC ATG GTG GGA Y^T GAC PPA rrr n-r~ ^ 
Leu Glu Phe Asp Met Val Gly x I « So Sa aL n M? GC? TTT 

-55 P Aia Ala Iie Ala Asn Ala Phe 

5 S S 2 2 E E E S S K E ™ E £ E 

~ J5 -30 

= E S E E £ E E £ S S S E E E S 

-10 

CGT CTG GGG CTC ATT CCC ATT CAT GCT GAT rrr ^ 
Arg Leu Gly r a „ Ilo p _ T ' „ ' ^ T GAT CCC CG7 CTT TTT GAG TAT 
' ±5 ^° IiS HlS Ala As P Pro Arg Leu Phe Glu Tvr 

1 5 

CGG AAC CAA czt r-\* r**-\ - ~ .. 

Ara A = n -'^ ' , GrtA G " C ACA GAG «TA GAT C "A r»r ~r- 

Asn o.n ..v Asp Glu Giu Gly Thr Glu l ie Asp l£ aTa Phe 

i:) 2C 

CGT CTC CAG GTC AG A TGC ACT CGG 

Arg Leu Gin Val Arg Cys Thr Arg 458 
25 30 

(2) INFORMATION FOR SEQ ID NO: 245; 

(D SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 383 base pairs 
(3) TYPE: NUCLEIC ACID 

STRANDEDNESS: DOUBLE 
(?) TOPOLOGY: LINEAR 



MOLECULE TYPE : CDNA 



R I G I M AL SOURCE: 
A! ORGANISM: Homo Saoiens 
TISSUE TYPE: Muscle 



\ .- 



■S? FEATURE : 

NAME /KEY: other 



J3) LOCATION: 61 . 7l88 
(C) IDENTIFICATION METHOD: blast- 
;3) OTHER INFORMATION: identity '97 

region 4 5. .172 
id AA156837 
est 

[ AT U RE : 

NAME/ KEY : other 
^ LOCATION: 252.. 334 

IDENTIFICATION METHOD : blasrn 
- OTHER INFORMATION: identify 90 

region 234 . .316 



242 



290 



338 



386 



434 



BNSDOCID: <WO 9906548A2J_> 
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388 
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id AA156837 
est 

(i>:) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 139.. 256 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 172 . .239 
id AA156837 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 16. . 64 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 1 . , 4 9 
id AA156837 
est 

(ix) FEATURE: 

(A) NAME /KEY: other 
{3} LOCATION: 15.. 220 

(C) IDENTIFICATION METHOD: blastn 

( D) OTHER INFORMATION: identity 97 

region I . . 206 
id AA196478 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 252.-334 

(C) IDENTIFICATION METHOD: blastn 
[0) OTHER INFORMATION: identity 90 

region 236 . .318 
id AAI96478 
est 

iix- FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 222.. 256 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 97 

region 207 ..24 1 
id AA196473 
est 

:i:<; FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 61 . .225 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

region 4 4 . . 209 
id AA131I4 4 
est 

FEATURE: 
(A) NAME/KEY: ether 
< 3) LOCATION: 2 52 .. 33 4 
: ~) IDENTIFICATION METHOD : blastn 



WO 99/06548 389 PCT/IB98/01222 

(D) OTHER INFORMATION : identity 90 

region 235 . .317 
. id AA181144 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(9) LOCATION: 17.. 64 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 1 . . 4 8 
id AA181144 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 225.. 256 

(C) IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION: identity 96 

region 209 . .240 
id AA181144 
est 

(ix) FEATURE : 

(A) NAME /KEY : other • 
(3) LOCATION: 185.. 334 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 94 

region 169. . 318 
id AA223369 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 61.. 184 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 4 6. .169 
id AA22S369 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: 22.. 64 

id IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 95 

region 3 . . 50 

id AA228369 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 15.. 219 

■CI IDENTIFICATION METHOD : blastn 

(C; OTHER I M FORMATION : identity 97 

region 1 . .205 

id W04 323 

est 



WO 99/06548 390 

(3} LOCATION: 252. .334 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: . identity 90 

region 236. .313 
id W04S28 
est 

(ix) feature:: 

(A J NAME/KEY: other 
(3) LOCATION: 341.. 380 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 323. . 362 

id W04828 
est 

•ft (ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 221. .256 

:' ; (C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 206 . .2-11 

id W04323 

est 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
$j (3} LOCATION: 12.. 242 

^ (C) IDENTIFICATION METHOD: Von Heijne rcat-x 

{D} OTHER INFORMATION: score 4.4 

seq FEARIALLPLLQA/ET 

(xii SEQUENCE DESCRIPTION: SEQ ID NO: 24 5: 

ATACTGCGAG T ATG GCG GCG TCA AAG GTG AAA CAG GAC ATG CCT CCG CCG 
Met A.a Ala Ser Lys Val Lys Gin Aso Met ?- 0 Pro 

~ 75 -"0 - 65 

GGG GGC TAT GGG CCD ATC GAC TAC AAA CGG AAC TTR CCG CGT CGA GG* 
" iy ~ y Tyr Gl 'S Pr ~ Asp Tyr Lys Arg Asn Leu Pro Arg ^g GW 

"5: -55 -50 

CTG TCG GGC TAC ADC ATG CTG GCC ATA GGG ATT GGA ACC CTG A^C TAP 
ueu oer Gly Tyr Ser Met Leu Ala lie Giy lie Gly Thr Leu li- Tyr 
-■ 5 5 -4 0 -35 

CGG CAC TGG AGC ATA ATG AAG TGG AAC CGT GAG CGC AGG CGC CTA CAA 
,olV ' ttl3 T ^ Ser Ile L VS Trp Asn Arg Glu Arg Arg Arg Leu Gin 

^ " 30 -25 -20 

n 

" GA: ?TC GAG GCT CGC ATC GCG CTG TTG CCA CTG TTA CAG GCA 

?ne G - Ala Arg Ile Ala Leu Leu Pro Leu Leu Gin Aia 
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-15 _ i0 



-5 



CjG A? ' 3 ACC TTG CAG ATG CTT CGG GAG AAC CTG GAG GAG 
- • nsp .-.rg Thr Leu Gin Met Leu Arg Glu Asn Leu Glu Glu 

10 15 



50 



98 



194 



242 



2 90 



C AT D ACC AT 3 MAG GAC GTS CYC GAC TGG AA3 GTG GGG RAA KVV 
--e ..e Met Xaa As? Val Xaa Asp Trp Xaa Val Gly Xaa Xaa 



BNSDOCID: <WO 9906548A2_I_> 
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20 



25 



30 

™ ™ ™ ™ ? TG ™ ^CC CCC CTT GAT CCC GGA OCT 

40 



45 



PCMB98/01222 



x.. *, ,„ ». r P „ Sv ^ ^ e ^ «; si 



"1 (2} INFORMATION FOR SEQ ID NO: 24 6: 

f 1 ) SEQUENCE CHARACTERISTICS * 
I (Aj LENGTH: 310 base pairs 

;| (3) TYPE: NUCLEIC ACID 

(CJ STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 
V ' (A) ORGANISM: Homo Sapiens 

■r i=) TISSUE TYPE: Lymph ganglia 

fix) FEATURE : 

(A) NAME /KEY : other 
(3} LOCATION: 53,. 271 
(CJ IDENTIFICATION METHOD: blastn 
I ;D) ot HH:R INFORMATION : identity 95 

region 54 . .267 
id AA02 7 968 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 105.. 239 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 92 

region 94 . . 273 
id N904 97 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3} LOCATION: 10.. 108 
JC) IDENTIFICATION METHOD : blastn 
(0) OTHER INFORMATION: identity 95 

region 1 . . 99 
id N90497 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3; LOCATION: 63.. 307 
:~; IDENTIFICATION METHOD : blastn 
iw) OTHER INFORMATION: identity 97 

region 21. .265 
id HSC0SD02 1 
est 

'-x ) FEATURE : 

■:A; NAME /KEY: other 
f 3! LOCATION: 4 1.. 2 99 
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(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

. region 1 . .259 
id T31694 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

( B ) LOCATION: 116.. 274 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 
k region 61. .219 



3 

0 



id R38457 
est 



(i>:) FEATURE: 

(A) NAME /KEY : other 
■f (B) LOCATION: 55.. 107 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 1 . . 53 
id R38457 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 273. . 307 

f(C) IDENTIFICATION METHOD: blastn 
( 0} OTHER INFORMATION: identity 100 

region 219 . .2 53 

id R38457 

est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 164 . .289 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
O) OTHER INFORMATION: score 4,4 

seq V L F FT G WW III DA / A7 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 246: 

aathgcgac tgagccgggt ggatggtact GCTGCATCCG GGTGTCTGGA GGCTGTGGCC 60 

GC77TGTTTT CTTGGCTAAA ATCGGGGGAG TGAGGCGGGC CGGCGCGCCG CGACACCGGG 120 

CTCCGGAACC ACTGCACGAC GGGGCTGGAC TGACCTGAAA AAA ATG TCT GGA TTT 17 5 

Met Ser Gly Phe 
-40 



■4 C7A GAG GGC TTG AGA TGC TCA GAA TGC ATT GAC TGG GGG GAA AAG CGC 22 3 

"iu G'v Leu Arg Cvs Ser Giu Cvs He Asd Tro Gly Glu Lys Arg 
-35 * -30 -25 

AA7 AGT ATT GCT TCC ATT GCT GOT GGT GTA CTA TTT TTT AC A GGC TGG 27 1 
A£.'. Tnr He Ala Ser He Ala Ala Gly Val Leu Phe Phe Thr Gly Trp 
-20 -15 -10 



ATT ATC ATA GAT GCA GCT GTT ATT TAT CCC ACC CGG 310 
He He He Asd Ala Aia Val He Tyr Pro Thr Arg 
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-5 1 5 

(2) INFORMATION FOR SEQ ID NO: 247: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 398 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

( DJ TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Brain 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 10 1.. 33 6 

(C) IDENTIFICATION METHOD: blastn 

( D ; OTHER INFORMATION: identity 98 

region 73 . .353 

id AA133050 

est 



% (ix) FEATURE: 



(A) NAME/KEY: other 
(3) LOCATION: 71.. 100 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 42 . .71 
id AA133050 
est 

(ix) FEATURE: 

(A) NAME /KEY: other 

(3) LOCATION: 163.. 313 

(CI IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 14 5- .25 
id AA159550 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 71.. 169 

(C; IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 47 . .14 5 
id AA159550 
est 

■A) NAME /KEY : other 

(3) LOCATION : 339. . 394 

;C) IDENTIFICATION METHOD: blastn 

{'2) OTHER INFORMATION: identity 91 

region 319 . .3"/ 
id AA15 95S0 
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est 

(ix) FEATURE: 

(A) NAME /KEY : other 
{3) LOCATION : 33.. 68 
(C; IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 91 
^ region 10 . .45 

^ id AA159550 

est 

$ (ix) FEATURE: 

U (A) NAME/KEY: sigjseptide 

|j (3) LOCATION: 225. .356 

(C) IDENTIFICATION METHOD : Von Heijn* natrix 

(D) OTHER INFORMATION: score 4.4 

$ seq LVFLTFLSI P3FV/GL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 247: 
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AAGGTGCTCG 


T l. AT GCGC AA 


TGTGGCGCTG 


CGGCGGGCGG 


CAGGGCC7GT 


GTGTGCTGAG 


60 


GCGGCTGhGC 


GGCGGACATG 


CACACCACAG 


AGCGTGGCGA 


T G u A~iCA G T A 


ACCGGGCTTG 


12G 


TGAGAGGGCT 


CTGCAGTATA 


AAC TAG GAGA 


CAAGATCCAT 


GGATTCACCG 


TAAACCAGGT 


180 


GACATCTGTT 


CCCGAGCTGT 


TCCTGACTGC 


AGTGAAGCTC 


ACCC ATG AT 


G ACA CAG 


235 



Met Met Thr Gin 

GAG CCA GGT ATT TAC ACC TGG CCA GAG AAA ACA CGA ATA ATC TGT TC* 
Glu Pro Gly He Tyr Thr Trp Pro Glu Lys Thr Arc He He Cys Ser 
" 40 "35 -30 * - 25 

GCG TGC AGT TCC GTA CCA CTC CCA TGG ACA GTA CTG GT" — CTC A^ 
A.a Cys Ser Ser Val Pro Leu Pro Trp Thr Val Leu Val ?hp Leu ThV 
" 20 "IS " _ 10 ~ 

HI 11° c GC ^ CG TCC TTT GTG GGT CTC AGA ^ *?C CGT GCA GAG 

Ser ne Pro Ser ?he Val Gly Leu Arg Asr. He Arg Ala Glu 

-5 1 - 

ACC TTT CTT CAA AAT GTT 
Thr Phe Leu Gin Asn Val 
10 



23f 



390 



39: 



(2) INFORMATION FOR SEQ ID NO: 243: 

(i) SEQUENCE CHARACTERISTICS: 

(AJ LENGTH: 459 bass pairs 

■:3: TYPE: NUCLEIC AC ID 

;C: 3 T RAM DE ONES 3 : DOUBLE 

(0. TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDMA 

r.'i) ORIGINAL SOURCE: 

•A; ORGANISM: Homo Sapiens 

\ = TISSUE TYPE: Substantia nigra 
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{!:■:) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION : complement { 53 . . 1 94 ) 
(C) IDENTIFICATION METHOD : blastn 
\0) OTHER INFORMATION : identity 95 

region 4 4 4 . . 585 
id AA161193 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: complement {227 . . 324 ) 
<C) IDENTIFICATION METHOD: blastn 
fD) OTHER INFORMATION : identity 94 

region 311. .403 
id AA161193 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: complement (328. . 406) 
(C/ IDENTIFICATION METHOD: blasts 
{D; OTHER INFORMATION: identity 100 

region 230 . . 303 
id AA161153 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: complement ( 4 08 .. 4 4 6 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 92 

region 133 . . 226 
id AA16I193 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: complement (328 . . 406) 
(C; IDENTIFICATION METHOD: blastn' 
(0) OTHER INFORMATION: identity 97 

region 75 . . 153 
id R06283 
est 

(ix) FEATURE: 



NAME /KEY : other 



id) 



.OCATION : complement {27 5 . . 32 4 ) 



~# IDENTIFICATION METHOD: blastn 
C: OTHER INFORMATION: identity 93 

region 156 . . 205 

id R06233 

est 

ATURE : 

A; NAME /KEY : other 
B; LOCATION: complement ( 4 08 . . 4 4 5 ■ 
C: IDENTIFICATION METHOD: blastn' 
: OTHER INFORMATION : identity 92 

region 33 . .71 



WO 99/06548 3% 

id R06283 
est 

(ix) FEATURE: 

(A) NAME /KEY: other 

(B) LOCATION: 323 . . 384 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION* : identity 93 

region 2S6. . 342 
id AA152388 
est 

(ix) FEATURE; 

(A) NAME/KEY: other 

(B) LOCATION : 131.. 183 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 89 . .141 
id AA152338 
est 

(ix) FEATURE: 

(A) NAME /KEY: other 
(3) LOCATION: 233.. 324 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 97 

region 242 . .233 
id AA15238S 
est 

(ix) FEATURE : 

(A) NAME /KEY : other 
(3} LOCATION: 42. .85 

(C) IDENTIFICATION METHOD: blast- 

(D) OTHER INFORMATION: identity '90 

region 1 . . 4 4 
id AA152338 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3; LOCATION: 351. .406 

(C; IDENTIFICATION METHOD: blastn 

(D: OTHER INFORMATION : identity 96 

region 312 . .367 
id AA159107 
est 

(ix) FEATURE: 

( - A ■ NAME /KEY : other 

(5, LOCATION: 4 03.. 44 5 

iC; IDENTIFICATION METHOD : blastn 

(0; OTHER INFORMATION: identity 94 

region 371.. 403 
id AA1S9107 
est 

(ix) FEATURE: 

( A ' NAME /KEY : otner 

:3; LOCATION: 193. .225 

;C; IDENTIFICATION METHOD: blastn 



PCT/IB98/01222 



WO 99/06548 



397 



O) OTHER INFORMATION: identity 93 

region 166. .193 
. id AA159107 
est 

(i:<) FEATURE: 

(A) NAME /KEY : other 
$ LOCATION: complement ( 171 . 3?4) 

y (C) IDENTIFICATION METHOD: blastn 

(0) OTHER INFORMATION: identity 90 
$ region 313. .466 

| id AA152366 

; ^ est 

(i:-:) FEATURE : 

(A) NAME/KEY: other 

'' 3) LOCATION: complement ( 323 4 0 6 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 100 

region 232. . 310 
id AA152366 
est 

(ix) FEATURE: 

;.-.) NAME /KEY : other 
(3) LOCATION: complement (4 08 . . 4 4 5) 
M :C) IDENTIFICATION METHOD: blastn 

;0) OTHER INFORMATION: identity 92 

region 190 . . 223 
id AA152366 
est 

(ix) FEATURE: 

:.-.} NAME /KEY : sig_peotide 
■3] LOCATION: 39. . 80* 

■:C) IDENTIFICATION METHOD : Von F-i-^ r«a-ri» 
:3) OTHER INFORMATION : score 4.4 ' " 

seq FLTALLWR3?.! ?G/RQ 
(xi; SEQUENCE DESCRIPTION: SEQ ID NO: 243: 
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AGCGGAGACG CAGAGTCTTG AGCAGCGCGN CAGGCACC ATG TTC CTG ACT GCG CTC 56 

Met ?he Leu Thr Ala Leu 
-10 

* So S ^ ^ nl ^ of ? T °f TGG ATC GGG ^ G ^ CGG 

. ^g _y ^ Ile p -o Gly Arg Gin Trp lie Gly Lvs His Arg 
~° 1 5 

^ 2: S ;S £? S G TTG f C MG CAG ™ ATC CGC CCC 15, 

' 10 - 3 - nS /ai Ser L ^ Lys Gin Asr. lie Arg Arg 

•° 20 

lI G . g^°. t- -f GAG CAT TAC TGG CTG AGC ATG CCC TAG ATG 200 

Ke Jlj Aia Giu Asn His Tyr Trp leu Ser y ;a: P-o -v- uJ 

40 



■o-j ...-vi GAG CGC GGC CAC GCC S3G TTG 

Arg Arg Arg Giu Ala 



« Thr Ar V, ^ ^ ^ ^ ^ ^ f G TT3 CGC A ^ AGG GAG GCC 2.8 

. .jiu rt-.g vjiy his t ~.ia Xaa Lei " 



45 50 
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296 



WO 99/06548 39g 

- TA ^ GCG GCC GCC ACT TCC AAG 7TC CCC CCG CAT AG- 
Phe Glu Ala Ue Lys Ala Ala Ala Thr. Ser Ly 3 ? he Pro Pro His a'o 
D ° 65 70 

Phil ill 5a A-n S G CTC WK VG? CAC CAA GAA ^^G GTC 344 

Phe lie Ala A s p Gin Leu Asp His Leu Xaa Xaa His Gin Glu M-t Va> 

7 = 80 85 

Su S S° f T f T ^ CCT TGG ATT TTA TGG ATC GAG CTG ACC 

Leu lie Leu Ser Arg Hxs Pro Trp lie Leu Trp He Thr Glu Leu Thr 

95 100 



tI' HI ™ I°I GGA CTG ™ ™ TGT "G TGT GAA AAT GAG 

Giu 
120 



hp T _ c ; ^ XUi IGT ga a aat gag 

I.e Pne ihr xrp Ser Gly Leu Lys Asn Cys Ser Leu Cys Glu Asn Giu 
* ^ 115 



CTT TGG ACC AGT CTT TAT 
Leu Trp Thr Ser Leu Tyr 
125 



392 



440 



458 



■12) INFORMATION FOR SEQ ID NO: 249: 



SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 393 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE : 

:A; ORGANISM: Homo Sapiens 

:C) DEVELOPMENTAL STAGE: Fetal 

\z) TISSUE TYPE: kidney 

(i>0 FEATURE: 

:A; NAME/KEY: other 

\S) LOCATION: 20.. 400 

(C; IDENTIFICATION METHOD: blascr. 

i0) OTHER INFORMATION : identity 9 9 

region 1 . . 331 
id W56372 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION : 27 . .317 
;:: IDENTIFICATION METHOD: blaatr. 
OTHER INFORMATION: identity 99 

region 1 . . 291 
id W31727 
est 

(A) NAME /KEY: other 

'3; LOCATION: 22 . . 375 

;C ( IDENTIFICATION METHOD: bias — 

'D; OTHER INFORMATION: identic 99 
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region 1 . .354 
id W16469 
. est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 45. .400 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 1 . .356 
id N31028 

§3 est 

I 

(ix) FEATURE: 

(A} NAME /KEY : other 
(3) LOCATION: 22. .375 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region I . .354 
id W16470 
est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION ; 120. . 339 

(C) IDENTIFICATION METHOD: Von Heijr.e matrix 
(0) OTHER INFORMATION: score 4.3 
M seq TCLTACWTALCCC/CL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 249: 

AACTTGCTCT GAGACAGGTG CGGCAAGTCT ACTGCGGGCT GGTCCGGGCT CCTCAGGTTC 60 

AGACCCGACC GTTATCCAGT CGGTTCGTGG AGAGGAGAGG TGSACTTTAC AGGTCCCCG 119 

ATG AAC CAA GAG AAC CCT CCA CCA TAT CCA GGC CCT GGT CCA ACG GCC 167 
Met Asn Gin Glu Asn Pro Pro Pro Tyr Pro GIv Pro Giy Pro Thr Aia 
-90 -35 -80 -75 

CCA TAG CCA CCT TAT CCA CCA CAA CCA ATG GGT CCA GGA CHT ATG GGG 215 
Pro Tyr Pro Pro Tyr Pro Pro Gin Pro Met Gly Pro Giy Xaa Met Gly 
-70 -65 ' -60 

GGA CCC TAG CCA CCT CCT CAA GGG TAC CCC TAG CAA GGA TAG CCA CAG 263 
Gly Pro Tyr Pro Pro Pro Gin Gly Tyr Pro Tyr Gin Gly Tyr Pro Gin 
^ -55 -50 -45 

TAC GGC TGG CAG GGT GGA CCT CAG GAG CCT CCT AAA ACC AC A GTG TAT 311 
T Y r Gly Trp Gin Gly Giy Pro Gin Glu Pro Pro Lvs Thr Thr Val Tyr 
I "35 ' -3G 

GTG GTA GAA GAG CAA AG A AGA GAT GAG CTA GGA CCA TCC ACC TGC CTC 359 
Val Val Glu Asp Gin Arg Arg Aso Glu Leu Glv Pro Ser Thr Cys Leu 
-25 -20 ' -15 



ACG GCT CTC TGT TGC TGC TGT CTC TGG 398 
Thr Ala Cys Tro Thr Ala Leu Cvs Cys Cys Cvs Leu Tro 
-10 -5 '1 " 



BNSDOCID: <WO 9906548A2_I_> 



WO 99/06548 
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(2) INFORMATION FOR SEQ ID NO: 250: 

(i) SEQUENCE CHARACTERISTICS : " 

(A) LENGTH: 367 base Dairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

ft ( v i) ORIGINAL SOURCE: 

'% (A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 



tig (ix) FEATURE: 

(A) NAME /KEY : other 



(C) IDENTIFICATION METHOD : blastn 



(3) LOCATION: 55. .331 

(( 

fD) OTHER INFORMATION: identity 97 

region 56. . 332 
id A^022276 
est 

(i.x) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 2. . 57 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 100 

region 4 . . 59 
id AA022276 
est 

(i>:) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 329.. 368 

(C) IDENTIFICATION METHOD: bias — 

(D) OTHER INFORMATION: identity 95 

region 329. .363 
id AA02227S 
est 

(i:<) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 55. ,284 

(O IDENTIFICATION METHOD: blastn 

iO) OTHER INFORMATION: identity 97 

region 4 •] . .273 
id W37295 
est 

(i:-:; FEATURE : 

(A; NAME /KEY : other 

(3; LOCATION: 234 . . 331 

iC; IDENTIFICATION METHOD: blastn 

(■:>;■ OTHER INFORMATION: identity 97 

region 274 . .321 

id W3 7 2 95 

est 
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(ix) FEATURE : 

(A) NAME /KEY : other 
<B) LOCATION : 12 . . 57 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION : identity 100 

region 2 . . 4 7 
id W87295 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 
5|S (B) LOCATION: 329.. 368 

1 (C) IDENTIFICATION METHOD: biastn 

- (D) OTHER INFORMATION: identity 95 

region 313 . . 357 
id W87295 

^ est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 63 . . 331 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 93 

region 1 . .264 
id W01758 
est 

If (ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 32 9.. 368 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER IN FORMATION : identity 95 

region 251 . . 300 

id W01758 

est 

!:>:; FEATURE: 

(A) NAME/ KEY : other 

(B) LOCATION: 60. .259 

;C) IDENTIFICATION METHOD: biastn 
(D) OTHER INFORMATION: identity 95 

region 5D. .249 
id W57829 
est 

(ix! FEATURE: 
$ (A) NAME/KEY: other 

(B) LOCATION: 12. .53 

(C) IDENTIFICATION METHOD: biastn 

s ., (D) OTHER INFORMATION : identity 100 

''4 region 3 . . 4 9 

id W5782 9 
est 



7 EAT U RE : 

(A) NAME/ KEY : other 

(3) LOCATION: 22.. 235 

;C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION : identity 97 

regie- 1 . .214 
id HUM4 17E03B 
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est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 11.. 172 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.3 

seq LIVWLLVKSFSES/GI 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 250: 

1 

|j AAGTTCCGCC ATG GCC TCC TTG GAA GTC AGT CGT AGT CCT CGC AGG TCT 4 9 

Met Ala Ser Leu Glu Val Ser Arg Ser Pro Arg Arg Ser 
-50 -45 

CGG CGG GAG CTG GAA GTG CGC AGT CCA CGA CAG AAC AAA CAT TCG GTG 97 
Arg Arg Giu Leu Glu Val Arg Ser Pro Arg Gin Asn Lys His Se^ Val 
-40 -35 -30 

CTT TTA CCT ACC TAC A.AC GAG CGC GAR GAA CTG CCG CTC ATC GTG TGG 14 5 
Leu Leu Pro Thr Tyr Asn Glu Arg Glu Glu Leu Pro Leu lie Val Tro 
" 2 = -20 -15 -10 

CTG CTG GTG AAA AGC TTC TCC GAG AGT GGA ATC AAC TAT GAA ATT ATA 193 
Leu Leu Val Lys Ser Phe Ser Glu Ser Gly lie Asn. Tvr G'u He He 
-5 1 J 5 

ATC ATA GAT GAT GGA AGC CCA GAT GGA ACA AGG GAT GTT CCT GAA CAG 241 
He He Asp Asp Giy Ser Pro Asp Gly Thr Arg Asp Val Ala Glu Gin 
10 15 ' 20 

TTG GAG AAG ATC TAT GGG TCA GAC AGA ATT CTT CTA AGA CGA CGA GAG 28 9 
Leu Glu Lys He Tyr Gly Ser Asp Arg He Leu Leu Arg Pro Arg Glu 
25 30 35 

AAA AAG TTG GGA CTA GGA ACT GCA TAT ATT CAT GGA ATG RAA ACA TGC 3 37 
Lys Lys Leu Giy Leu Giy Thr Ala Tyr lie His Gly Met Xaa Thr Cys 



40 ^ 50 55 

CAC AGG RAA CTA CAT CAT TAT TAT GGA TGC 
His Arg Xaa Leu His His Tyr Tyr Gly Cys 
60 65 



357 



(2) INFORMATION FOR SEQ ID NO: 251: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 4 07 base pairs 
j| !S) TYPE: NUCLEIC ACID 

(C) STRANDEDMESS : DOU3LE 
\0) TOPOLOGY: LINEAR 

(ii; MOLECULE TYPE: CDNA 

(vil ORIGINAL SOURCE: 

(A; ORGANISM: Homo Sapiens 

(~; TISSUE TYPE: Hvoertroohic orostat^ 
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(A) NAME /KEY : other 

[3) LOCATION: 70. .408 

(CJ IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 61 . .399 

id AA114S53 

est 



FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 19.. 68 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 11. .60 
id AA114853 
est 

FEATURE : 
(A) NAME /KEY : other 
(3) LOCATION: 18.. 402 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 7 . .391 
id W23545 
est 

(ix) FEATURE : 

(A) NAME/KEY: other 
(5) LOCATION : 70.. 409 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 42 . .381 
id AA069652 
est 



(ix) 



(ix) 



(A) NAME /KEY: other 
Oi LOCATION: 23.. 68 

(C) IDENTIFICATION METHOD: blastn 

( D ) OTHER INFORMATION: identity 100 

region 1 . . 4 1 
id AA069652 
est 



(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 18.. 343 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

region 8 . .333 
id AA084937 
est 



•;ixj FEATURE: 

[ A ) NAM E/ KEY : other 
(3) LOCATION: 63. .4 09 
(C) IDENTIFICATION METHOD: blastn 
•;Dj OTHER INFORMATION: identity 93 

region 1 . . 3 4 

m id AA101915 

est 
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4U4 PCT/IB98/01222 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 303.. 344 

(C) IDENTIFICATION METHOD : Von Heiine rat-- 

(D) OTHER INFORMATION: score 4 2 

seq CPTCLCAPSXXWG/E? 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 251: 

ATCCGGTCCA CGCGAGTSTT CTGAAACGTC AGCTGCGCTC CCCTAGGAGT GCTGAGCCCG 60 

CGGAACCGCA GCCATGACTG AGGCTGATGT GAATCCAAAG GVCTATCCCC TTGCCGATGC 120 

CCACCTCACC AAGAAGCTAC TGGACCTCGT TCAGCAGTCA TGTAACTATA AGCAGCTTCG 130 

GAAAGGWGCC AATGAGGCCA CCAAAACCCT CAACAGGGGC ATCTCTGAGT TCATCGTGAT 240 

GGCTGCAGAC GCCGAGCCAC TGGAGATCAT TCTGCACCTG CCGCTGCTG? GTGAAGACAA 300 
^ ™ I"! JI G ! GC ^ CCA AGC AVN SCC ?GG GGA GAG 



-'•=>= C'Jt P-n -h- r- - ~"~ "'^ HVtN SC 

' - P '° " 6U C ^ s ^ Ser Xaa Xa; 7rp Gly Glu 



34 7 

Xaa Xa.i Tro Glv Glu 

-5 



CC7 GTG GGG TCT CCA GGC CTG TCA T^G CCT G-T rrr ^ ~~ 

Pro val Gly Ser Pro Gly Leu Ser ^ £J «C .... a AAG 335 

b 10 ~~ y 

AAG GCT CGC AGC 

Lys Ala Arg Ser 407 
20 



(2) IN' FORMAT ION FOR SEQ I D N0 : 252: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 168 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDSDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 
$ (A) ORGANISM: Homo Sao^ns 

(F) TISSUE TYPE : Brain 

(ix) FEATURE: 
\| (A) NAME /KEY : other 

(3) LOCATION: 4 3. . 163 
<C) IDENTIFICATION METHOD : blascr 
(0) OTHER INFORMATION" : identity 93 

region 34 . .} 
id N52621 
est 

FEATURE: 

^.AMF/KEY: other 
<3!- LOCATION: 3 . . 38 
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(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 1 . . 31 
id N52621 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION : 21.. 168 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 98 

region 5 . .152 
id AA157163 
est 



(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 10. . 66 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION 1 : score 4.2 

seq AVAASAASGQAEG / KK 

{xi) SEQUENCE DESCRIPTION: SEQ ID NO: 252: 



TCTAAG ATG GCT GCC GCT ACC GGT GCG GTG GCA GCC TCG GCC GCC TCG 51 
Met Ala Ala Ala Thr Gly Ala Val Ala Ala Ser Ala Ala Ser 
-15 -10 



CAG GCG GAA GGT AAA AAG ATC ACC GAT CTG CGG GTC ATC GAT CTG 99 
Gin Ala Glu Gly Lys Lys He Thr Asp Leu Arg Val He Asp Leu 
1 5 10 



TCC GAG CTG AAG CGG CGG AAC TTA GAC ATC ACC GGA GTC AAG ACC 14 7 
Ser Glu Leu Lys Arg Arg Asn Leu Asp He Thr Gly v«l Lys Thr 
15 20 25 



CTC ATC TCC CGA CTA AGG 
Leu lie Ser Arg Leu Arg 



30 



INFORMATION FOR SEQ ID NO: 253: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 433 base pairs 

(B) TYPE: NUCLEIC ACID 
(Ci STRAMDEDMESS : DOUBLE 
(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 



WO 99/06548 AfUi 

4Uf) PCT/IB98/01222 

fC) IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 97 

.region 95. . 306 

id AA102280 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 37.. 139 

(C) IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION: identity 97 

region 1 . . 103 
id AA102280 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION : 340. .433 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 304 . . 397 
id AA102280 
est 

(ix) FEATURE : 

(A) NAME /KEY: other 
(3) LOCATION: 132.. 433 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 98 

region 87 . . 388 
id R13711 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 71.. 139 

(C) IDENTIFICATION METHOD: blastn 
(D; 07HZ?. INFORMATION: identity 97 

region 27. . 95 
id RI3711 
est 

(ix) FEATURE: 

(A) LAME/KEY: other 

CBJ LOCATION: 132.. 401 

fC) IDENTIFICATION METHOD: blastn 

(D) CTHE * INFORMATION : identity 93 

region 87 . . 356 
id R61022 
est 

(ix) FEATURE: 

(A: NAME/KEY: other 

(3) LOCATION : 71. .139 

(T; IDENTIFICATION METHOD: blastn 

!D. OTHER INFORMATION: identity 97 

region 27 . . 95 

id R61022 

est 



WO 99/06548 407 

(A) NAME /KEY : other 

(B) LOCATION : 132. . 389 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 82 . . 339 
id N44705 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 50. . 139 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

region 1 . . 90 
id N44705 
est 

(ix) FEATURE: 

(A) NAME /KEY: other 
"* r; (3) LOCATION: 387, .4 33 

IDENTIFICATION METHOD: blastn 
(D; OTHER INFORMATION : identity 95 

region 333 . . 33-1 

id N44705 

est 

■3$ (ix) FEATURE: 

$ (A) NAME /KEY : other 

(3) LOCATION: 12 6. . 4 33 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 93 

region 75. . 332 
id H29689 
est 

(ix) FEATURE: 

(A; NAME /KEY : sig_oeDtide 
(3; LOCATION: 23. . 73~ 

(C; IDENTIFICATION METHOD : Von Heijno 
(0} OTHZR INFORMATION : score 4.2 

seq SLLXRVSVTAVAA/LS 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 253: 

ATTCCTCCTG CCCGTAGTAG CC ATG GCG GCC ATG AGT TTG TTG CKG CGG GTT 52 

Met Ala ^ Met Ser Leu Leu Xaa Arg Vai 



PCT/IB98/01222 



-15 



-10 



S" vll ^r ™ m A ™ GGC CGG CCC ™ <™ «Y NGC 

A " ^ Aia ^ S ^ G1 V Arg Pro Le. Gly 7hr Xaa 



100 



CTC GGA TTT GGG GG 



- :C CTC ACT C GT GGC TTT CCG ^G 3C" -r- r — i ,~ 

to Giy ph5 G - L - «y ^ ? » £ rr: ai; £; Ud 

15 ^ 25 

CCT GTT CGA 



AGT GGA GAC CAT 

■5 a ! ri 



r * . ^AA AGA CTA TTT G^C ~~r apl i Q£ 

" r ° V ^ Ser Gly Asp His Giy Lys Arg Leu ?r ** 19 ° 



^ 3Q J r ^*-- v =r,e Val lie Arg 



BNSDOCID: <WO 9906548A2J_> 



WO 99/06548 40g 

CCT TCT AG A TTC TAT GAC AGG CGT TTT TTG AAG TTA TTG AGA TTC TAG 
Pro «r Arg ? ? e Tyr Asp Arg Arg Phe Leu Lys Leu Leu Arg He Tyr 
^ 50 . 55 

ill T G ATT CCA GTA GCA WTT TTC ATA ACT CTG GTG AAT 

He Ala Leu : ,r Gly Ue Pro Val Ala Xaa Phe lie Thr Leu Val Asn 

65 70 

^ai Phe n T ~V GAA CTA GCA GAA ATT CCA GAA GGC TAT GTC 

Val Phe lie .i y Gin Ala Glu Leu Ma Glu ^ ^ ^ ^ TAT GTC 

80 



85 



o £J St ^ rf ^ ^ T ^ CCC ATA TCA AGA TGG *™ GCC 

' HiS irp GiU q5 Tyr L *' S Hls He Ser Arg Trp lie Ala 

Arg A^ 11" ™ f T f T GMA ^ A ™ ^ ^ AGA ACA ATG 

Arg Asn Phe iyr Asp Ser Pro Xaa Lys lie Tyr Glu Arg Thr Met 

120 



no 115 



:2} IN FORMA? I DM FOR SEQ ID NO: 254: 

(1) SEQUENCE CHARACTERISTICS: 

;A) LENGTH: 453 base pairs 
& (3) TYPE: NUCLEIC ACID 

$ [C) STRANDEDNESS: DOUBLE 

> (V) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE : CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM : Homo Sapiens 

■?) TISSUE TYPE: Lymph ganglia 

(ix) FEATURE: 

.'A; NAME/KEY: ocher 

(B) LOCATION : 86.. -152 

ICi IDENTIFICATION METHOD: blastn 
(0) OTHER INFORMATION : identity '98 

region 4 3. .409 
id W00599 
est 

(ix) FEATURE: 
$ ,'A) NAME /KEY: other 

■: = ) LOCATION : 54 . . 96 
(?) IDENTIFICATION METHOD: blastn 
;=); OTHER INFORMATION: identity 97 
jg? region 12 . . 54 

id W00599 
est 

Ux) FEATURE : 

!A) NAME /KEY : other 
5', LOCATION: 103.. 405 

IDENTIFICATION METHOD : blastn 
^ OTHER INFORMATION: identity 97 

region 10"? . . 404 
id AA033577 



PCT/IB98/01222 

244 

292 
340 
383 



433 



BNSDOCID: <WO 9906548A2 J_> 



WO 99/06548 409 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 33. .100 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 94 

region 29 . . 96 
id AA088577 
est 

Ij (ix) FEATURE: 

J| (A) NAME /KEY : other 

(B) LOCATION: 6. . 41 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 91 
'% region 1 . . 36 

id AA088577 
est 

(ix) FEATURE: 

■A) NAME/KEY: other 

{3) LOCATION: 40. . 18 9 

;C) IDENTIFICATION METHOD: blasts 

■0; OTHER INFORMATION : identity 96 

region 7 . .156 

•|j id R18030 

% est 

(ix) FEATURE : 

(A) NAME /KEY : other 
(3} LOCATION: 183.. 311 

(C) IDENTIFICATION METHOD: blastn 
(O; OTHER INFORMATION: identity 98 

region 156. .27 9 

id R18030 

est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: 100 . . 261 

{CJ IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 99 

region 4 6.. 207 
id H85435 
est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3] LOCATION: 61.7*135 
% (C) IDENTIFICATION METHOD: Von Heijn* matrix 

iO) OTHER INFORMATION: score 4.2 

seq LD L L RG L ? R7 5 LA / M L 

(xi } SEQUENCE DESCRIPTION: SEQ ID NO: 254: 



PCT/IB98/01222 



o.-.^ACCACCT GGCCTCCGAG CAGCTCAGGG CGCCCTTGAA. AG T 7 CI 
ATG GCC GGT CZC TTG CAG G G C GGT GGG GCC CGG GCC CTG GAC CTA CT 



Met Ala Gly Pre Leu Gin Gly Gly Gly Ala Arg Ala L 



TGGA TCTGCGGGTT 60 
103 



eu Asp Lea Lei 



BNSDOCID: <WO 9906548A2_I_> 
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410 



PCT/IB98/01222 



-25 -20 -15 -10 

CGG GGC CTG CCG CGT GTG AGC CTG GCC AAC TTA AAG GCG AAT CCC GGC 156 

Arg Gly Leu Pro Arg Val Ser Lea Ala Asn Leu Lvs Pro Asn Pro Gly 
"5 1 " 5 

TCC AAG AAA CCG GAG AGA AGA CCA AGA GGT CGG AG A AG A GGT AGA AAA 2 04 

Ser Lys Lys Pro Glu Arg Arg Pro Arg Gly Arg Arg Arg Gly Arg Lys 
$j 10 15 20 

; TGT GGC AGA GGC CAT AAA GGA GAA AGG CAA AGA GGA ACC CGG CCC CGC 2 52 

J| Cys Gly Arg Gly His Lys Gly Glu Arg Gin Arg Gly Thr Arg Pro Arg 

% 25 30 35 

TTG GGC TTT GAG GGA GGC CAG ACT CCA TTT TAC ATC CGA RTC CCA AAA 300 

Leu Gly Phe Glu Gly Gly Gin Thr Pro Phe Tyr lie Arg Xaa Pro Lys 
« 40 45 50 55 



TAC GGG TTT AAC GAA GGA CAT AGT TTC AGA CGC CAG TAT AAG CCT TTG 34 8 
Tyr Gly Phe Asp. Glu Gly His Ser Phe Arg Arg Glr. Tvr Lys Pro Leu 
60 65 70 

AGT CTC AA? AGA CTG CAG TAT CTT ATT GAT TTG GGT CGT GTT GAT CCT 3 96 
Ser Leu Asn Arg Leu Gin Tyr Leu lie Asp Leu Gly Arg Val Asp Pro 
7 5 30 85 

AGT CAA CCT ATT GAC TTA ACC CAG CTT GTC AAT GGG AGA GGT GTG ACC 44 4 
Ser Gin Pro He Asp Leu Thr Gin Leu Val Asn Glv Arg Gly Val Thr 
90 95 ' 100 

ATC GCG CCG 453 
lie Ala Pro 
105 



(2) INFORMATION FOR 5EQ ID MO: 255: 

(i) SEQUENCE CHARACTERISTICS: 

(A; LENGTH: 425 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) 5TRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDMA 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(E) TISSUE TYPE: kidney 

(ix) FEATURE : 

(AJ NAME/KEY: other 

(3; LOCATION: 33 . . 135 

;C- IDENTIFICATION METHOD: blastn 

;D} OTHER INFORMATION: identity IZZ 

region 1 . .11; 
id 711164 
est 



8NSOOCID: <WO 9906548A2J_> 



WO 99/06548 

411 PCT/IB98/01222 

(A) NAME /KEY : other 

(3) LOCATION : 133. .223 

(C; IDENTIFICATION METHOD: blastn 

iD) OTHER INFORMATION: identity 98 

region 102 . . 1 92 

id T11164 

est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
< B > LOCATION: 18 . .140 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.1 

seq GILILWI IRLLFS/KT 
<:<i) SEQUENCE DESCRIPTION: SEQ ID NO: 255: 

AAAGGAAGCG GCTAACT ATG GCG ACC GCC ACG GAG CAG TGG GTT CTG GTG 
Met Ala Thr Ala Thr GIu Gin Tro Val Leu Va 1 

GAG ATG GTA CAG GCG CTT TAG GAG GCT CCT GCT rr- rT7 ^ _~ 

Glu Met Val Gin Ala Leu Tyr GIu Ala Pro Ala Z\" 3 ^ ' z ' 1 98 

-30 _ 25 - - L ^ L ; u 



GAA GGG ATT CTG ATC CTC TGG ATA ATC AGA CTT CTT TTC TCT ^G AC" 
$ Glu Gly AA9 Leu lie Leu Trp lie lie Arg Leu Leu ?ne Ser LVs Th^ 

~10 _ 5 - 1 

TAC AAA TTA CAA GAA CGA TCT GAT CTT ACA GTC =,-3 G-A AAA r*« 
Tyr Lvs Leu Gin Glu Arg Ser Asp Leu Thr Val , y t ^ £ Git G~ 



10 



CTG ATT GAA GAG TGG CAA CCA GAA CCT CTT Qt~ ^ ^ 

Leu lie Glu Glu Trp Gin Pro Glu Pro Leu vii £ vil £ ^ 



50 



146 



194 



242 



G**~ C , GCT CTC AAC TAC AAC ATC GTT TCA GGG GCT CCA CA~ 290 

Asp hxs Pro Ala Leu Asn Tyr Asn lie Val Ser Gly Pro iTo S « 



338 



AAA ACT GTG GTG AAT GGA AAA GAA TGT ATA AAC — GCC T r A — AA~ 

Lys ,,.r Val Val Asn Gly Lys Glu Cys He Asn Phe Ala Set PrU Ts'r 

55 60 65 

Phe 2' ' ^ f T " C CCT AGG GTT ^ — CCA GCT TTA GCA 386 

Pne Leu ,,y .eu Leu Asp Asn Pro Arg Val Lys Ala Ala Ala Leu A'a 

'° ^ 30 

TCT GTA AAG A-.G TAT GGC GTG GGG ACT TGT GGA GCC TGT , x 

Ser Leu Lys Lys Tyr Gly Val Gly Thr Cys Gly Pro Cys 



(2) Ii;rO?.MATION FOR SEQ ID MO: 256: 

■1 3EQ';E:JCE CHARACTERISTICS : 
'.A, LENGTH: 4 07 base pai 
(3) TYPE: NUCLEIC ACID 



BNSOOCID: <WO 9906548A2_L> 



WO 99/06548 412 PCT/IB98/01222 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Substantia nigra 

?s 

(ix) FEATURE: 

(A) NAME/KEY: other 
J (B) LOCATION: 14 7.. 328 

H (C) IDENTIFICATION METHOD: biastn 

U (D) OTHER INFORMATION : identity 97 

region 124 . . 305 

id W16517 

est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 33.. 149 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION : identity 98 

region 7 . .123 
id W16517 
est 



(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 326.-385 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 96 

region 302 . . 361 
id W16517 
est 



(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 15.. 149 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 97 

region 10 . .14 4 
id H23328 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: 147.. 276 

(CJ IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 96 

region 14 5. .274 
id H23328 



(ix) FEATURE: 

( A) NAME /KEY : other 
(3) LOCATION: 276.. 309 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 94 

region 275 . . 308 
id H2 332 8 



BNSDOCID: <WO 990654 8A2_I_> 



WO 99/06548 

4U PCT/IB98/01222 

est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 147.. 309 

(C) IDENTIFICATION METHOD : blastn - 

(D) OTHER INFORMATION: identity 97 

^ region 146. . 308 

id H06320 
est 

m (ix) FEATURE : 

I (A) NAME /KEY : other 

(3) LOCATION: 73. . 14 9 
(C) IDENTIFICATION METHOD: blastn 
CD) OTHER INFORMATION: identity 93 

region 69. . 145 
id H06320 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 5.. 4 0 

(C) IDENTIFICATION METHOD: bUstn 

(D) OTHER INFORMATION: identity 97 

region 1 . . 36 
id H06320 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 146.. 182 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 97 

region 222. .258 
id T62763 
est 

(ix) FEATURE: 

(A) NAME /KEY : sig^peotide 
(3) LOCATION: 162.. 398 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 4.1 

seq QGVLFICFTCARS/FP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 256: 

AAAAACTGAG CCCTCCCACC AGGAACCTGT AGGCACCCCT TGAGGGTAGC GGGATAGCAG 60 

CTGCAACGCG CGTGGGAGGC GGGGGCTCTG GGCGGAACAA AAATCACAGG ATGTCAGAGG 120 

ATG7TTCCCG GGAAGAACTG GGATAAAGGG GTCCCAGCAC C ATG GAG GAC CCG AAC 17 6 

Met Glu Asp Pre Asn 



-75 

^ Glu Itn £? vf! ™ ? AT I CA CCC «G AGA AG? CCC 

-70 



Pro Glu C-u Asn v-- ' r T ^ G AGA AGT CCC 224 

n 'J70 '° ln Gxn As - D P ™ Lys Glu Arg Ser Pro 

-65 _ 60 

^AC ATC TGC CAC CTG GGG GCC CCG AAG TGC ACC 



CAG A3C CC^ Gf:A r-^ 
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Gin Ser Pro Gly Gly Asn He Cys His Leu Gly Ala Pro Lys Cvs Thr 
-55 -so -45 

CGC TGC CTC ATC ACC TTC GCA GAT TCC 'aAG TTS SAG GAG CGT CAC ATG 320 
Arg Cys Leu lie Thr Phe Ala Asp Ser Lys Xaa Xaa Glu Arg H<s Met 
- 40 -35 -30 

AAG CGG GAG CAC CCA GCG GAC TTC GTG GCC CAG AAG CTG CAG GGG GTC 368 
Lys Arg Glu His Pro Ala Asp Phe Val Ala Gin Lys Leu Gin Glv Val 
-25 -20 -is 



|j CTC TTC ATC TGC TTC ACC TGC GCC CGC TCC TTC CCC TCT 

| Leu Phe lie Cys Phe Thr Cys Ala Arg Ser Phe Pro Ser 

-10 _5 x 



? (2) INFORMATION FOR SEQ ID NO: 2 57: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 490 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY : LINEAR 

(ii) MOLECULE TYPE: CDNA 

|f (vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: complement ( 166 .. 4 52 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 16 . . 302 
id AA062591 
est 

(ix) FEATURE: 

(A) NAME /KEY: other 

(B) LOCATION: 401.. 445 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 1 . . 45 
id AA158358 
est 

(ix) FEATURE: 
| (A) NAME/ KEY : other 

■ l * (3) LOCATION: 4 4 4.. 4 90 

(C; IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 93 

region 4 3. .89 
id AA159353 
est 



( A ) NAME /KEY : other 
(3) LOCATION: 4 01.. 445 



407 



BNSOOCID: <WO 9906548A2_L> 



WO 99/06548 415 

(C) IDENTIFICATION METHOD: blastn 
CD) OTHER INFORMATION: identity 100 

region 1 . . 4 5 
id AA158431 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 444.. 490 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 43 . . 89 
id AA158431 
est 

(ix) FEATURE: 

(A) NAME /KEY ; sig_peptide 

(B) LOCATION: 65.. 160 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
CD) OTHER INFORMATION: score 4.1 

seq RLLSSLLLTMSNN/NP 

Cxi) SEQUENCE DESCRIPTION: SEQ ID MO: 257: 



PCT/IB98/01222 



AAGGATCCTC TACCGGCTTT TCGAGTCAGT GCTGCCGCCG CTGCCCGCGG CTTTGCAGAG 60 

CAGG ATG AAT GTG ATA GAC CAC GTG CGG GAC ATG GCG GCC GCG GGG CTG 109 
Met Asn Val lie Asp His Val Arg Asp Met Ala Ala Ala G'y Leu 
-30 - 25 _ 2Q 

CAC TCC AAC GTG CGG CTC CTC AGC AGC TTG TTA CTT ACA ATG AGT AAT 157 
His Ser Asn Val Arg Leu Leu Ser Ser Leu Leu Leu Thr Met Ser Asn 
~ 15 -10 -5 



AAC AAC CCT GAG TTA TTC TCC CCA CCT CAG PAG TAC CAG CTT T^G GTG 
Asn Asn Pro Glu Leu Phe Ser Pro Pro Gin Lys Tyr Gin Leu Leu Val 
1 5 10 



205 



TAT CAT GCA GAT TCT CTC TTT CAT GAT AAG GAA TAT CGG AAT GCT GTG 253 

Tyr ms Ala Asp Ser Leu Phe His Asp Lys Glu Tyr Arg Asn A' a Val 
20 25 30 

AGT AAG TAT ACC ATG GCT TTA CAG CAG AAG AAA GCG CTA AGT AAA ACT 301 

Ser Lys Tyr Thr Met Ala Leu Gin Gin Lys Lys Ala Leu Ser Lys Thr 
35 40 45 

TCA AAA GTG AGA CCT TCA ACT GGA AAT TCT GCA TCT ACT CCA CAA AGT 34 9 

Ser Lys Val Arg Pro Ser Thr Gly Asn Ser Ala Ser Thr Pro Gin Ser 
50 55 60 

CAG TGT CTT CCA TCT GAA ATT GAA GTG AAA TAC AAA ATG GCT GAA TGT 397 

Gin Cys Leu Pro Ser Glu lie Glu Val Lys Tyr Lys Met Ala G'u Cvs 
b ^ 70 75 

TAT ACA ATG CTA AAA CAA GAT AAA GAT GCC ATT GCT ATA CTT GAT GGG 

Tyr Thr Met Leu Lys Gin Asp Lys Asp Ala lie Ala lie Leu Asp Gly 

KST CCC TTC AAG ACA AAG AAC TCC CAR AAT AAA CAT GAT GCT GGC 

Xaa Pro Phe Lys Thr Lys Asn Ser Gin Asn Lys His Asp Ala Gly 



445 



4 90 



<WO 9906548A2J_> 



WO 99/06548 



100 



416 PCT/IB98/01222 

105 110 



(2) INFORMATION FOR SEQ ID NO: 253: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 340 base pairs 
W (B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 
,:. <D) TOPOLOGY: LINEAR 

I 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
& < F ) TISSUE TYPE: Brain 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3} LOCATION: 2 6. . 337 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 1 . . 312 
id HSC26F061 
est 

|] (ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 97.. 337 

(C) IDENTIFICATION METHOD: blastn 

CD) OTHER INFORMATION: identity 91 

region 20. .260 

id W30546 

est 

(IX) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 97, .283 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 91 

region 66 . . 252 
id H34739 
est 

(ix) FEATURE: 
*j (A) NAME /KEY : sig_peptide 

(B) LOCATION: 125.. 298 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.1 

g seq LVHHCPTWQWATG/EE 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 258: 

AGGGTGCTGC CWKCCGGGTG CTGWTGCGAG TCGGTGGCAG CGAGGACATT TTC7GACTCC 60 
"GGCCCC7G ACACGGCTGC ACTTTCCATC CCGTCGCGGG GCCGGCCGCT ACTCCGGCCC 120 



AGG ATG CAG AAT GTG ATT AAT ACT GTG AAG GGA AAG GCA CTG GAA G T G 
Me. Gin Asn Val lie Asn Thr Val Lys Gly Lys Ala Leu Glu Val 



169 
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417 
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■55 



-50 



-45 



GCT GAG TAC CTG ACC CCG GTC CTC AAG GAA TCA AAG TTT AAG GAA ACA 
Ala Glu Tyr Leu Thr Pro Val Leu Lys Glu Ser Lys Phe Lys Glu Thr 
-40 -35 -30 



217 



GGT GTA ATT ACC CCA GAA GAG TTT GTG GCA GCT GGA GAT CAC CTA GTC 
Gly Val lie Thr Pro Glu Glu Phe Val Ala Ala Gly Asp His Leu Val 
-25 -20 -15 



265 



CAC CAC TGT CCA ACA TGG CAA TGG GCT ACA GGG GAA GAA TTG AAA GTG 
His His Cys Pro Thr Trp Gin Trp Ala Thr Gly Glu Glu Leu Lys Val 
-10 -5 15 



313 



AAG GCA TAC CTA CCA ACA GGC AAA TGG 
Lys Ala Tyr Leu Pro Thr Gly Lys Trp 
10 



340 



(2) INFORMATION FOR SEQ ID NO: 259: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 481 base pairs 

(B) TYPE: NUCLEIC ACID 

( C } ST HANDEDNESS : DOUBLE 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM : Homo Sapiens 
(F) TISSUE TYPE: Colon 

(IX) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 116. .289 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 39 . .262 
id W68068 
est 

{ix} FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 360. .423 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 334.. 402 

id W63068 

est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: 286. . 347 

;C) IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION: identity 100 

region 260. .321 

id W68068 

est 



9906548A2 I > 



WO 99/06548 a i o 

4 18 PCT/IB98/01222 

(ix) FEATURE : 

(A) NAME /KEY: other 

(3) LOCATION: 66. . 114 

(C) IDENTIFICATION METHOD: blastn 

(0) OTHER INFORMATION: identity 100 

region 40 . . 88 

id W68068 

est 

(ix) FEATURE : 

(A) NAME/KEY: other 
(3) LOCATION: 26. . 69 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

region 1 . . 44 
id W68068 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 428.. 465 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 401 . .433 
id W68068 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 66. .289 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 62 . .295 
id A^083574 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 3. .45 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 1 . . 4 3 
id AA083574 
est 

(ix) FEATURE: 

(A) NAME/ KEY other 

(5) LOCATION: 401 . .444 

fC) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 401 . .444 

id AA083574 

est 

(ix) FEATURE: 

(A; NAME /KEY : other 
(3; LOCATION: 314 . . 347 

IDENTIFICATION METHOD: blastn 
OTHER INFORMATION: identity 100 

region 312 . . 34 5 
id AA083574 



f c; 



WO 99/06548 „m 

419 PCT/IB98/01222 

est 

y,' (ix) FEATURE: 

(A) NAME/KEY: other 

(B) SOCATION: 286. . 316 

(C) IDENTIFICATION METHOD: blastn 
CD) OTHER INFORMATION : identity 96 

$ region 283. .313 

id AA083574 
est 

t| (ix) FEATURE: 

H (A) NAME /KEY : other 

^ (B) LOCATION: 127.. 289 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

|f region 102 . .264 

id AA001460 
est 

(ix) FEATURE: 

CA) NAME/KEY: other 
(3) LOCATION: 360. .465 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 336 . .44 1 
% id AA001460 

% est 

(ix) FEATURE : 

(A) NAME /KEY : other 

(B) LOCATION: 286. .347 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 262 . . 323 
id AA001460 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
O) LOCATION: 52.. 103 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 28 . .79 
id AA001460 
est 

\ 

(ix) FEATURE: 

(A) NAME /KEY : other 
< {3} LOCATION: 113.. 289 

! (C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 78 . . 254 
id H72445 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 23 6. . 34 7 

(C) IDENTIFICATION METHOD: blastn 

(D; OTHER INFORMATION: identity 100 
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region 252 . .313 
id H72445 
. est 

(ix) FEATURE: 

(A) NAME/ KEY : other 
(3) LOCATION: 66.. 113 
(C) IDENTIFICATION METHOD: blastn 
^ (D) OTHER INFORMATION : identity 100 

region 32 . .79 
id H72445 

|§ est 



1 



(ix) FEATURE : 

(A) NAME /KEY : other 

(3) LOCATION: 34.. 69 

(C) IDENTIFICATION METHOD: blastn 

(0} OTHER INFORMATION: identity 94 

region 1 . . 36 

id H72445 

est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 382.. 4 11 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 90 

region 349. . 373 
id H72445 
est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 209. . 4*72 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
( D j OTHER INFORMATION: score 4.1 

seq C I QRL ?W L LL C ?. G / I T 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 259: 

AGATCCCGCC TGGGGCC3GC TGAGTGGCAC TTAAGCGGGC CA7GCCA7GC AACCTTGGGC 60 
GCTGCCAACC GTGGGCGAGC TCTGGGTGTG CGGGCGGCCT GGCGCGGCGC TCCGCTGTG7 120 



CAGCGTGTTA TGATGCCGTC CCGTACCAAC CTGGCTACTG GAATCCCCAG TAGTAAAG1 



130 



AAATA7TCAA GGCTCTCCAG CACAGACG ATG GCT ACA TTG ACC 77C ACT TTA 232 

Met Ala Thr Leu Thr ?he Ser Leu 



-ft 



AGA AAA CCC C7C CAA AGA TCC CTT ATA AGG CCA TCG CAC TTG CCA CT> 
Arg Lys Pro Leu Gir. Arg Ser Leu He Arg Pro Ser His Leu Pro Lei 
" 80 -75 -70 -6; 



230 



FGC 7GT 777 GA7 7GG CGC C7T TCT CAT TAT TAT AGG CTC CCT CCT GC~ 3? 8 
:ys Cys Phe Asp Trp Arg Leu Ser His Tyr Tyr Arc Leu Pro Pro Ala 
-60 -55 ' -50 



GTC AGG CTA CAT CAG CAA AGG GGG GGC AGA CCG GGC CGT TCC AGT GC" 
Val Arg Leu Kis Gin Gin Arg Gly Gly Arg Pro Gly Arg Ser Ser Ala 



37 e 
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-45 

GAT CAT TGG CAT TCT GGT 
Asp His Trp His Ser Gly 
-30 

CGC TTA CTA TGC ATC CAA 
Arg Leu Leu Cys lie Gin 
-15 

ATC ACT AGT 
He Thr Ser 



421 

-40 

GTT CCT ACC. CGG ATT TTA CCA 
Val Pro Thr Arg lie Leu Pro 
-25 -20 

AGG CTA CCG TGG TTA CTC CTA 
Arg Leu Pro Trp Leu Leu Leu 
-10 - 5 



PCT/IB98/01222 

-35 ' 

CCT GCG CAT 4 24 
Pro Ala His 

TGC AGG GGG 4 72 
Cys Arg Gly 

481 



(2) INFORMATION FOR SEQ ID MO: 2 60: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 338 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

( 0) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Brain 

(ix) FEATURE: 

(A) NAME /KEY : other 
{3} LOCATION: 67.. 2 18 
(C) IDENTIFICATION METHOD: blastn 
(D; OTHER INFORMATION : identity 97 

region 51.. 202 
id N55991 
est 

EAT U RE : 

( A } NAME / KEY : other 
(3) LOCATION : 16, .74 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 1C0 

region 1 . . 59 
id N55991 
est 

EAT U RE : 

(A) NAME /KEY : other 
(3) LOCATION: 8 9. . 231 
12) IDENTIFICATION METHOD: blastn 
ID; OTHER INFORMATION: identity 99 

region 1 . .14 3 
id R57473 
est 

EAT ORE : 

; A ) NAME / KE Y : other 
■3) LOCATION: 232 . . 339 

IDENTIFICATION METHOD: blasnr. 



(ix) F 



9906548A2J_> 
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(D) OTHER INFORMATION: identity 97 

region 14 3 . ,2 50 
. id R57473 
est 

FEATURE: 
{A) NAME /KEY : other 
(3) LOCATION: 140.. 243 
■C) IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 94 

region 195 . . 298 

id H79944 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 243. .279 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 91 

region 2 9 9. .335 

id H79944 

est 

<i>;) FEATURE: 

■:A) NAME /KEY : other 

(2) LOCATION: 140.. 237 

(C) IDENTIFICATION METHOD: blastn 
{D) OTHER INFORMATION: identity 92 

region 97 . .194 

id H70394 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 
■IE) LOCATION: 235.. 325 
:C) IDENTIFICATION METHOD: blastn 
OTHER INFORMATION: identity 93 

region 193. . 2 b 2 

id H70394 

est 

(;:<; FEATURE: 

(A) NAME /KEY : other 

( 3 > LOCATION: 14 0.. 32 5 

{C> IDENTIFICATION' METHOD: blastn 

[C) OTHER INFORMATION : identity 93 

region SO . .265 

id W31972 

est 

(i:-:) FEATURE: 

(A) NAME /KEY : sig_pe?tide 
■: = :■ LOCATION: 1 2 3 . .269 

\Z) IDENTIFICATION METHOD: Von Ksii-e matrix 

(3) OTHER INFORMATION: score 4 

seq PSLAAGLLFGSXA/GL 

SEQUENCE DESCRIPTION: SEQ ID NO: 260: 
'C.3CC-TT TCGGGAGAGA CCTGGCT 3CT GTGTCCCGCG GCTTGCGCTC CGTAG7GGAC 60 



9906548A2_L> 



WO 99/06548 „.,, 

423 PCT/1B98/01222 



TCCGCGGGCC TTCGGCAGAT GCAGGCCTGG GGTAGTCTCC TTTCTGGACT GAGAAGAGA. 

GA mII tin o CC f TC TTC CCA TTA " GTG CCT TTG CAT TGG TTT GGC 

Met Glu Lys Pro Leu Phe Pro Leu Val Pro Leu His Trp Ph- Gly 

~ 45 -40 -35 



-15 



-10 .5 



Lv ber 



ITa Ma n " r TG r'f ^ TAC CAG CTG ™ CAG GAT CGA AGR AAC GTT 
^ Ma ^ LeU G1 >* Tyr Gin Leu Tyr Gin Asp Pro Arg Asn Val 

5 10 

TGG GGT TTC CTA GGC GCT ACA TCT GTT 
Trp Gly Phe Leu Ala Ala Thr Ser Val 
!5 20 



120 
167 



* HI G?v ^ J? ^ TCT GGT GGG AT ° GTT GGC ^ GTA 215 

- ; . Pne Gly Tyr Thr Ala Leu Val Val Ser Gly Gly lie Val Gly Tvr Val 

" 30 -25 -20 

I J£ rTr cT f C 5 T ? TCC CTG GCT GCA GGG CTG GTG TTC GGC AGT 263 

| LyS Tnr bly S ?f Val Ser Leu Ala Ala Gly Leu Leu Phe Gl< 



311 



338 



(2) INFORMATION FOR SEQ ID MO: 261: 

fl (i) SEQUENCE CHARACTERISTICS: 

S (A) LENGTH: 302 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNES5: DOUBLE 

(D) TOPOLOGY: LINEAR 

Ui] MOLECULE TYPE : CDMA 

fvij ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

u- i TISSUE TYPE: Normal prostate 

fix) FEATURE: 

(Aj NAME /KEY ; other 

(3) LOCATION: 95.. 241 

(C) IDENTIFICATION METHOD: blastn 

(D! OTHER INFORMATION: identity 93 

region 92 . . 233 
id R27748 
est 

(IX; FEATURE: 
. M C A) NAME /KEY: ether 

1 (5) LOCATION: 2 . . 90 



(C; IDENTIFICATION METHOD: blastn 
:5i OTHER INFORMATION: identity 97 

region 1 . . 3 9 
id R27748 
est 

MATURE: 
(A) NAME /KEY : other 
(3) LOCATION: ic2..293 

IDENTIFICATION METHOD: blastn 
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OTHER INFORMATION: 



424 

identity 97 
region 116.. 252 
id T79527 
est 



PCT/IB98/01222 



(i:<; FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: 2 . . 47 

(C) IDENTIFICATION METHOD: blastn 

\0) OTHER INFORMATION : identity 100 

region II . .56 
id T79527 
est 

;!:■:} FEATURE: 

■;A) NAME/KEY: other 
(3) LOCATION: 53 . . 90 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 61 . . 93 
id T79527 
est 

i:-: FEATURE: 

;a; NAME/KEY: other 

(3) LOCATION: 95 . . 195 

(C) IDENTIFICATION METHOD: blastn 

[Z) OTHER INFORMATION : identity 99 

region 59 . .159 
id R03734 
est 

FEATURE: 

(A) NAME/KEY: other 

;B; LOCATION: 194.. 241 

:c; IDENTIFICATION METHOD: blastn 

;:; OTHER INFORMATION: identity 93 

region 15 9. .206 

id R03734 

est 

i>:; FEATURE: 

{A) NAME /KEY : other 
(3; LOCATION: 48 . . 90 
{CI IDENTIFICATION METHOD: blastn 
OTHER INFO?>tATi:N: identity 97 

region 14. .56 
id R09734 
est 

l:^ FEATURE: 

:a; NAME/KEY: other 

i = : LOCATION: 102.. 298 

(C) IDENTIFICATION METHOD: blastn 

C; OTHER INFORMATION: identity 92 

region 32 . . 228 
id H 3555 5 
est 



FEATURE : 
■ A ; MAM E / K E ';' : other 
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(3) LOCATION: 102. .293 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: .identity 90 

region 108 . . 304 
id AA038339 
est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 108 . . 161 

(C) IDENTIFICATION METHOD: Von Heijr.e matrix 

(D) OTHER INFORMATION: score 4 

seq VAVGLTIAAAGFA/GR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 251: 

AGGGGGTTGC GTCGCTCTCT GGTAAAGGCG TGCAGGTGTT GGCCGCGGCC TCTGAGCTGG 60 

GATGAGCCGT GCTCCCGGTG GAAGCAAGGG GAGCCCCAGC SGGAGCC ATG GCC AGT 116 

Met Ala Ser 



ACA GTG GTA GCA GTT GGA CTG ACC ATT GCT GCT GCA GGA TTT GCA GGC 
Thr Val Val Ala Val Gly Leu Thr He Ala Ala Ala Gly Phe Ala Giv 
-15 -10 -5 l 



164 



CGT TAC GTT TTG CAA GCC ATG AAG CAT ATG GAG C3T CAA GTA AAA c.AA 212 

Arg Tyr Val Leu Gin Ala Met Lys His Met Glu Xaa Gin Val Lvs Gin 

5 10 15 

GTT TTT CAA AGC CTA CCA AAA TCT GCC TTC AGT GGT GGC TAT TAT AGA 2 60 

Val Phe Gin Ser Leu Pro Lvs Ser Ala Phe Ser Gly Gly Tyr Tvr Arg 

20 25 30 

GGT BGG TTT GAA CCC ARA ATG RCA AAA CGG GAA GCA GCG GGG 302 

Gly Xaa ?ne Glu Pro Xaa Met Xaa Lys Arg Glu Ala Ala Giv 

35 40 .55 



(2) INFORMATION FOR SEQ ID NO: 262: 

U) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 4 65 base pairs 
(3) TYPE : NUCLEIC ACID 
(C) STRANDEDNES5 : DOUBLE 
■'4 ( D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDMA 

Ij (vi) ORIGINAL SOURCE: 

IA) ORGANISM: Homo Sapiens 
v F) TISSUE TYPE: Brain 

FEATURE: 
I A ) NAME /KEY: other 
(3) LOCATION : 130.. 311 
(C) IDENTIFICATION METHOD: blastn 
(0) OTHER INFORMATION: identity 9 7 

region y o . .27 
id T32007 



BNSDOCID: <WO 9906548A2_I_> 



WO 99/06548 426 PCT/IB98/01222 

est 

(ix) FEATURE : 
v' (A) NAME /KEY : other 

(3) LOCATION: 33. . 130 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 1 . . 98 

$ id T32007 

est 

U (ix) FEATURE: 

ij (A) NAME /KEY : other 

fjj (B) LOCATION: 130. .314 

: (C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 
^ region 76 . .260 

%x id R19207 

est 

\* 

{ix} FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 53.. 130 
(C) IDENTIFICATION METHOD: blastn 
(0) OTHER INFORMATION: identity 100 

region 1 . . 7 3 

^ id R19207 

Sjj est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 130.. 314 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 7 6. .260 
id R36562 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 53.. 130 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 1 . . 78 
id R36562 
est 



iix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 130.. 314 
-J| {Z) IDENTIFICATION METHOD: blastn 

^ ( D ) OTHER INFORMATION: identity 93 

region 7 6. . 26C 
id R59039 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 71 . . 130 
^ iZ) IDENTIFICATION METHOD : blastn 

O) OTHER INFORMATION : identity 98 
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1 



region 19. .78 
id R59039 
. est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 130.. 31 4 
(C) IDENTIFICATION METHOD: blastn 
{D) OTHER INFORMATION: identity 98 

region 70 . .254 

id T35666 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 59.. 130 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 1 . . 72 
id T35666 
est 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: 136.. 384 

(C) IDENTIFICATION METHOD: Von Keijne 

(D) OTHER INFORMATION: score 4 

seq AFSFSRLLSQCR?/ DC 

fxi) SEQUENCE DESCRIPTION: SEQ ID NO: 262: 

AAAGTTCTCC TTCCACCTTC CCCCACCCTT CTCTGCCAAC CGCTGTT7CA GCCCCTAGCT 60 

GGA7TCCAGC CATTGCTGCA GCTGCTCCAC AGCCCTTTTC AGGACCCAAA CAACCGCAGC 120 

CGCTGTTCCC CAGGR ATG GIG ATC CGT GTA TAT ATT GCA TCT TCC TC7 GGC 17'. 

Met Val He Arg Val Tyr He Ala Ser GK' 
-80 -75 



TCT AC A GCG ATT AAG AA.G AAA CAA CAA GAT GTG CTT GGT 77C C~A G^A 
Ser Tnr Ala lie Lys Lys Lys Gin Gin Asp Val Leu Giy Phe L-u Glu 
" 70 -65 -60 



219 



GCC AAC AAA ATA GGA 7TT GAA GAA AAA GAT ATT GCA GCC AAT GA A GAG 2 67 
~ia Asn Lys lie Giy Phe Glu Glu Lys Asp lie Ala Ala Asn Glu Glu 



% ~ 55 "50 -45 - A0 

AAT CGG AAG TGG ATG AGA GAA AAT GTA CCT GAA .AAT AG 7 CGA rr: GCG 

* Asn Arc 3 ^V 5 T -P Met Arg Glu Asn Val Pro Glu Asa Ser A— d- 0 Ala 

| " 35 -30 125 



315 



— ^ TTT CGG TAT AAA GCA T7C TCC 77C 7CT AGG 363 

vax Gin biy y:o His Ala Phe Arg Tyr Lys Ala Phe Ser Phe S-- A-c 
-20 -is _ 10 ^ 



TTG CTA 7CA CAG TGC AGA CCT GAC TGC CTG AAT ATG CTC AGG AG A TTT 

" eu Leu S ~J Gin C V S Pro Asp Cys Leu Asn Met Leu Arg Arg Phe 

D i 5 

AG7 CAA 7A7 7G7 CTG 7A7 TTG GT7 ATG GAA PAG GCT CTC CTT TTT TTT 



411 



4 5 = 
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Ser Gin Tvr Cvs Leu Tyr Leu Vai Met 
10 15 

Phe Phe 



428 PCT/IB98/01222 

Giu Lvs Ala Leu Leu Phe Phe 
20 25 

465 



3g (2) INFORMATION FOR SEQ ID NO: 263: 

r ; (i) SEQUENCE CHARACTERISTICS: 

|j (A) LENGTH: 401 base pairs 

-tg (B) TYPE: NUCLEIC ACID 

fj (C) STRANDEDNESS: DOU3LE 

(D) TOPOLOGY : LINEAR 



(ii) MOLECULE TYPE: CDNA 

'JAL SOURCE: 
(A) ORGANISM: Homo Sapiens 
(?) TISSUE TYPE: Brain 

FEATURE : 
(A) NAME /KEY : other 
(3) LOCATION: 132.. 289 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 99 

region 117. .27 4 
id R14300 
est 

FEATURE: 
(A) NAME /KEY : other 
( 3 ) LOCATION: 15.. 130 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 93 

region 1 . .116 
id R14300 
est 

FEATURE : 

(A) NAME/ KEY: other 

(B) LOCATION: 315.. 368 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 302 . . 355 
id R14800 
est 



; (ix) FEATURE: 

:fj (A) NAME /KEY : other 



OCATION: 234.. 316 
(C) IDENTIFICATION METHOD: blastn 
C D ) OTHER INFORMATION : identity 100 

region 270 . . 30; 

id R14300 

est 

(A) NAME/KEY: other 
\3i LOCATION: 132 . . 330 
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(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

. region 113. .311 
id R59757 
est 

fix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 54.. 130 

(C) IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION : identity 93 



i 



region 36. . 112 

% id R59757 

' est 

(ix) FEATURE: 
^ (A) NAME/KEY: other 

(B) LOCATION: 18.. 58 

(C) IDENTIFICATION METHOD: blastn 

■ : ; (D) OTHER INFORMATION: identity 92 

region 1. .41 
id R59757 
est 

fix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 132.. 330 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 94 . .292 
id R25047 
est 

fix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 54.. 130 

(C) IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION : identity 94 

region 17. .93 
id R25047 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION : 59.. 352 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 99 

region 33 . .331 
id R23993 
est 

fix) FEATURE: 

fA) NAME /KEY: other 
(3) LOCATION : 163.. 2 94 
iC; IDENTIFICATION METHOD: blastn 
i0) OTHER INFORMATION: identity 92 

region 163 . . 294 
id W2 3311 
est 

fix) FEATURE: 
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(A) NAME /KEY : other 

(3) LOCATION: 132.. 194 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 90 

region 131 . .193 

id W23811 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 305.. 354 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 308 . . 357 
id W23811 
est 

(ix) FEATURE : 

(A) NAME /KEY : other 

(3) LOCATION: 350. . 390 

(C) IDENTIFICATION METHOD: blastn 

( D ; OTHER INFORMATION: identity 92 

region 354 . . 3 9 4 

id W23811 

est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 243.. 368 

(C) IDENTIFICATION METHOD: Von Heijne rr.atrix 
(0} OTHER INFORMATION: score 4 

seq ITSSLFLGRG3 VA/SM 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 263: 



AAGAAGCCGG TGGCCGCGCA GGAGGACGGA GCCCTAACCG CAACCCGC3C CGCGCCGCGC 60 

CGATTTGATT TGTATCCACT GTCACCAGCA CTGCTCACTT AGGACT77C7 GGA7CCAGAC 120 

CCAGGCAGCG CACACTGGAC TCTTGAGGAA GAAGGAGACT CTAA7TT7GG ATTCCTTGGT ISO 

GGAGGAAAAT AAAACACTCT GGTCTTGCCG CCAACGATGC AAG7GTGACT GCTGGCG7CT 24 0 

TC ATG AGC TCC AGA GGT CAC AGC ACG CTA CCA AGG ACT CTC ATG GCC 2 37 

Met Ser Ser Arg Gly His Ser Thr Leu Pro Arg Thr Leu Met Ala 
-40 -35 -30 

CCT CGG ATG ATT TCC GAG GGA GAC ATA GGA GGC ATT GCT CAA ATC ACC 3 35 
Pro Arg Met He Ser Glu Gly Asp He Glv Gly lie Aid Gin lie Thr 
-25 -20 -15 

TCC TCT CTA T7C CTG GGC AGA GGC AGT GTG GCC TCC AA7 CGG CAC CTC 353 
Ser Ser Leu ?r.e Leu Gly Arg Gly Ser Vai Ala Ser Asr. Arg His Leu 
-10 -5 1 5 

37 GGC ATC 401 
Jin Ala Ar^ Gly He 
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(2) INFORMATION FOR SEQ ID NO; 264: 

(i) SEQUENCE CHARACTERISTICS :' 

(A) LENGTH: 230 base oairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

.jf (vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Dystrophic muscle 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 47. .228 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 97 

region 2 . . 183 
id AA0225S3 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: complement ( 69 .. 228 ) 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 97 

region 291 440 
id AA022584 
est 

(ix) FEATURE: 

(A) NAME /KEY : sig^oeotide 

(B) LOCATION: 66.. 11 9 

(C) IDENTIFICATION METHOD: Von Heijn- - a ^v 

(D) OTHER INFORMATION: score 3.9 

seq PALCLFDVDGTLT/AP 

(>:i) SEQUENCE DESCRIPTION: SEQ ID NO: 264: 



*9 



AGGAAGTTCC GGGCCGAGTT CCTCGTGCCA ACGTGTCTTG TAAGGTGCGG CTAGAAACTG 

GGGAC ATG GCA GCG CCT GGC CCA GCG CTC TGC CTC TT C G^r G - G GAT r ~ 
Met Ala Ala Pro Giy Pro Ala Leu Cys Leu Phi Aso v£ Z gIv 



" 15 - 5 



2 Gin ^ ' I" ^ ^ ™ ATC GGA GTG *TA GGC GGA TCG 

,5 " ^ ^ L ^ LyS Ue Gly Vai Val Glv Gly ser 

20 25 



60 
110 



4 ^ CGG CAG ATT ACC GAA ATG GnT GAC TT- 15P 

| ^ ?r ° ^ X1 * Thr ^ Met Asp Tso III 



206 



'i GAG AAA. GTG CAG GAA CGG 
Asp Phe Giu Lys Val Gin Glu Arg 230 
^ 30 35 
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(2; INFORMATION FOR SEQ ID NO: 265: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 224 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 
^ (D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

1 (vi) ORIGINAL SOURCE: 

H (A) ORGANISM: Homo Sapiens 

f? (F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 
3g (A) NAME /KEY : other 

' Y (3) LOCATION: 101. .220 

(C) IDENTIFICATION METHOD: blastn 

' (D) OTHER INFORMATION: identity 97 

region 159. .27 8 
id H97753 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 50.. 103 

$ (C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 100 

region 10 7. .160 

id H9775S 

est 

(ix) FEATURE: 

(A) NAME /KEY: other 
(3} LOCATION: 101.. 185 

(C) IDENTIFICATION METHOD: blastn 
(D; OTHER INFORMATION: identity 9^ 

region 16 6. .250 

id N59436 

est 

(ix) FEATURE: 

(A) NAME /KEY: other 

(3) LOCATION: 50.. 103 

(Cj IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 114 . . 167 
id N59486 

I 

(ix) FEATURE : 

(A) NAME /KEY : other 

(3) LOCATION: 50 . . 103 

{Z) IDENTIFICATION METHOD: blastn 

[j : OTHER INFORMATION: identity 100 

region 14 3. .201 

id R09724 

est 
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(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 5. . 54 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 2 . . 51 
id R09724 
est 



(ix) FEATURE: 
> :. (A) NAME/KEY: other 

H (3) LOCATION: 101.. 130 

1 (C) IDENTIFICATION METHOD: blastn 

*1 (D) OTHER INFORMATION: identity 96 

region 200 . . 229 

id R09724 

est 

(ix) FEATURE : 

(A) NAME /KEY: other 

(3) LOCATION: 101.. 178 

(C) IDENTIFICATION METHOD: blastn 

{D} OTHER INFORMATION: identity 97 

region 170 . . 2-17 

id W90369 

est 

fj (ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 53. . 103 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 121. . 17 1 

id W90369 

est 

(ix) FEATURE: 

(A) NAME /KEY: other 

(3) LOCATION: 173. .218 

(C) IDENTIFICATION METHOD: blastn 

f .0) OTHER INFORMATION: identity 91 

region 240 . .235 

id W90369 

est 

(ix) FEATURE: 
43 (A) NAME /KEY : other 

(3) LOCATION: 14 . . 103 
(C) IDENTIFICATION METHOD: blastn 
(DJ OTHER INFORMATION : identity 100 

region 1 . . 90 
id N56221 
est 

(ix) FEATURE : 

:A) NAME /KEY: sig_peptide 
'3; LOCATION: 126. . 182 

:C) IDENTIFICATION METHOD: Von Heijne matrix 
12) OTHER INFORMATION: score 3.9 

seq ILFHG7FYAGGFA/I7 
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<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 265: 



PCT/IB98/01222 



ACTGGAAGAA CTCGTCATGC TCTTTGTAGC GTGGTGCTTC TGTTGCTCAC AGGACAACTT 60 
GCCTTTGATG A7TTTCAAGA GAGTTGTGCT ATGATGTGGC AAAGTATGCA GGAAGCAGGC 120 



GGTCA ATG CCT CTG GGA GCA AGG ATC CTT TTC CAC GGT GTG TTC TAT GCC 170 
3fe Met Pro Leu Gly Ala Arg He Leu Phe His Gly Val Phe Tyr Ala 

-15 -10 -5 

GGG GGC TTT GCC ATT GTG TAT TAC CTC ATT CAA AAG TTT CAT TCC AGG 218 
M Glv Gly Phe Ala He Val Tyr Tyr Leu He Gin Lys Phe His Ser Arg 

^ 15 10 

ACA CTG 22 4 

Thr Leu 



(2) INFORMATION FOR SEQ ID NO: 266: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH : 326 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNE3S: DOU3LE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Hono Sapiens 

{:) TISSUE TYPE: Cancerous prostate 



(ix) FEATURE : 

(A) NAME /KEY : other 

(3) LOCATION: 24.-239 

(C! IDENTIFICATION METHOD: blastn 

{0} OTHER INFORMATION: identity 9 9 

region 1 . .216 
id HUM423E033 
est 



(ix) 



;ATURE: 

A) NAME /KEY : other 
3) LOCATION: 235. . 327 
C) IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 96 

region 2 1 1 . . 3Q '. 

id HUM429E033 

est 



;A) NAME /KEY : other 

:3) LOCATION: 12 4.. 327 

:C; IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION: identity 99 

region 137. .310 

id T3025'9 

est 
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(ix) 



PCT/IB98/01222 



FEATURE: 

(A) NAME/ KEY : other 

(B) LOCATION : 31 . .130 

(C) IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION: identity 95 

region 15 . .114 
id T80259 
est 

FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 39.. 283 

(C) IDENTIFICATION METHOD: blastn 
(DJ OTHER INFORMATION : identity 95 

region 1 . .24 5 
id T31768 
est 



(ix) FEATURE : 

(A) NAME /KEY : other 
(3) LOCATION: 271.. 327 
(C) IDENTIFICATION METHOD: blastr. 



(D) OTHER INFORMATION: 



identify 100 
region 234 . . 29C 
id T31768 
est 



(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 102.. 327 

<C} IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 96 

region 4 7.. 272 
id N32697 
est 

(ix) FEATURE: 

v A } NAME/KEY: other 

(3) LOCATION: 55 . . 97 

fC) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 1 . . 4 3 
id N32697 
est 

(ix) FEATURE: 

(A) NAME/ KEY : other 

(B) LOCATION: 65.-327 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

region 1 . .263 
id N446I3 
est 



ATURE: 

A) NAME /KEY: sig__peptide 
LOCATION: 156. . 194 

IDENTIFICATION METHOD: Von Heijne matrix 



(B) 
I'D) 



OTHER INFORMATION: 



score 3 . 9 

seq MLLS IGMLMLSAT/QV 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 266: 



PCT/1B98/01222 



GCCTAGGTGT TGTCGTCCCT GCTAGTACTC CGGGCTGTGG GGGTCGGTGC GGATATTCAG 60 

TCATGAAATC AGGGTAGGGA CTTCTCCCGC AGCGACGCGG CTGGCAAGAC TGTTTGTG7T 120 

GCGGGGGCCG GACTTCAAGG TGATTTTACA AC GAG ATG CTG CTC TCC ATA GGG 173 

Met Leu Leu Ser He Gly 
" : * -10 

J ATG CTC ATG CTG TCA GCC AC A CAA GTC TAC ACC ATC TTG ACT GTC CAG 221 

S Met Leu Met Leu Ser Ala Thr Gin Val Tyr Thr He Leu Thr Val Gin 

1 " 5 15- 

CTC TTT GCA TTC TTA AAC CTA CTG CCT GTA GAA GYA GAC ATT TTA GCA 2 69 
Leu Phe Ala Phe Leu Asn Leu Leu Pro Val Glu Kaa Asp lie Leu Ala 
% 10 15 20 25 

TAT AAC TTT GAA AAT GCA TCT CAG ACA TTT GAT GAC CTC CCT GCA AG A 317 
Tyr Asn Phe Glu Asn Ala Ser Gin Thr Phe Asp Asp Leu Pro Ala Arg 
30 35 40 

TTT GGT TAT 326 
Phe Gly Tyr 



(2) INFORMATION FOR SEQ ID NO: 267: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 398 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOU3LE 
\D) TOPOLOGY: LINEAR 



<ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Uterus 



(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 28.. 395 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 1 . . 363 
id AA150637 
est 

(ix) FEATURE : 

(A) NAME /KEY : other 

(B) LOCATION: 33. .297 

(C) IDENTIFICATION METHOD: biastr. 
(D! OTHER INFORMATION : identity 99 

region 30 . .294 
id H02763 
est 

FEATURE: 
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(A) NAME/KEY: other 

(3) LOCATION: 181. . 372 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 96 

region 148 . . 339 

id H70139 

est 

*1 (ix) FEATURE: 

(A) NAME /KEY : other 
, v (B) LOCATION : 33.. 179 

|jj (C) IDENTIFICATION METHOD: blastn 

m (D) OTHER INFORMATION: identity 100 

region 1 . . 147 
id H70139 
est 

^ (ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: complement ( 267 394 ) 
(C) IDENTIFICATION METHOD: blastn 
<D) OTHER INFORMATION: identity 90 

region 231 . . 353 

id W46236 

est 

^ (ix) FEATURE: 

fj (A) NAME/KEY: other 

.; r j (B) LOCATION: complement ( 184 277 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 34 9. .442 

id W46236 

est 

U:<) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: complement (109. . 164 j 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 4 64. .519 

id W46236 

est 

(ix) FEATURE: 

(A) NAME/KEY: other 

0$ (3) LOCATION: 183.. 366 

V (C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

, region 72 . .250 

% id N30922 

■■■ est 

(!:■:; FEATURE: 

•A) NAME /KEY : other 

(B) LOCATION: 117.. 180 

(C) IDENTIFICATION METHOD: blastn 
\Z\ OTHER INFORMATION: identity 98 

region 1 . . 64 
id N30922 
est 
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(ix) FEATURE: 

(A) NAME /KEY: sig_peptide 

(B) LOCATION: 111.. 185 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.9 

seq WIAAVTIAAGTAA/IG 

M (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 267: 



AATCGCGGAG TCGGTGCTTT AGTACGCCGC TGGCACCTTT ACTCTCGCCG GCCGCGCGAA 60 

CCCGTTTGAG CTCGGTATCC TAGTGCACAC GCCTTGCAAG CGACGGCGCC ATG AGT 116 

Met Ser 
-25 

CTG ACT TCC AGT TCC AGC GTA CGA GTT GAA TGG ATC GCA GCA GTT ACC 164 
Leu Thr Ser Ser Ser Ser Val Arg Val Glu Trp He Ala Ala Val Thr 
-20 -15 -10 

ATT GCT GCT GGG ACA GCT GCA ATT GGT TAT CTA GCT 7. AC AAA AG A TTT 212 
He Ala Ala Gly Thr Ala Ala He Gly Tvr Leu Ala Tvr Lvs Arg Phe 
-5 1 5 

TAT GTT AAA GAT CAT CGA AAT AAA GCT ATG ATA AAC CTT CAC ATC CAG 2 6C 
Tyr Val Lys Asp His Arg Asn Lys Ala Met He Asn Leu His He Gin 
10 15 20 25 

AAA GAC AAC CCC AAG ATA GTA CAT GCT TTT GAC ATG GAG GAT TT3 RNA 303 
Lys Asp Asn Pro Lys He Val His Ala Phe Asd Met Glu Aso Xaa Xaa 
30 35 " AO 

GAT AAA GCT GTG TAC TGC CGT TGT TGG AGG TCC AAA AAG TTC CCA TTC 356 
Asp Lys Ala Val Tyr Cys Arg Cys Tro Arg Ser Lys Lys Phe Pro Phe 
45 50 ' 55 

TGT GAT GGG GCT CAC ACA ARM VAT AAC GAA GAG ACT GGG CTG 3 9S 

Cys Asp Gly Ala His Thr Xaa Xaa Asn Glu Glu Thr Gly Leu 
60 65 70 



(2) INFORMATION FOR SEQ ID NO: 2 68: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 393 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Cancerous 



(ix) 



FEATURE: 
(A) NAME / KEY : other 
(3) LOCATION : 55.. 150 
;C) IDENTIFICATION METHOD: blastn 
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(D) OTHER INFORMATION: identity 97 

region 31. .12 6 
. id AA094226 
est 



(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 151.. 212 

*S (C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 126 . .18" 

'4 id AA094226 

3§ est 



(ix) FEATURE : 

(A) NAME /KEY : other 

(B) LOCATION: 24 . . 58 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 1 . . 35 
id AA094226 
est 



(ix) FEATURE: 

■A) NAME /KEY : other 
(3) LOCATION: 211. .242 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 185 . .216 
id AA094226 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 55.. 263 

(C) IDENTIFICATION METHOD: blastn 

( D ) OTHER INFORMATION: identity 96 

region 2C2 . . 4 IZ 
id R54574 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 24.. 58 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 97 

region 172 , . 
id R5 4 57 4 
est 



(ix) FEATURE: 

(A; NAME /KEY: other 



LOCATION: 55. . 176 
IDENTIFICATION METHOD: blastn 
cr'r.Z?. INFORMATION: identity 93 

region 15 9, . 2 B 
id R13710 
est 



.ME /KEY: other 
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(3) LOCATION: 174 . .235 

[C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: . identity 98 

region 279. . 340 

id R13710 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 

<B) LOCATION: 24.. 58 

(C) IDENTIFICATION METHOD: blastn 

<D) OTHER INFORMATION: identity 97 

region 129. . 163 

id R13710 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 55.. 165 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 189 . .299 

id T781I1 

est 

(ix) FEATURE: 

(A) NAME /KEY: other 

(3) LOCATION: 163.. 203 

(C; IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION .* identity 92 

region 293 . . 333 

id T78111 

est 

(ix) FEATURE: 

( A ) NAM E / KE Y : other 

■;3) LOCATION: 24.. 58 

(C) IDENTIFICATION METHOD: blastn 

■;d;- OTHER INFORMATION: identity 97 

region 159 . . IS3 

id T731H 

est 

(ix) FEATURE: 

;Ai NAME /KEY : other 

i=; LOCATION: 201.. 235 

[Z) IDENTIFICATION METHOD: blastn 

ID; OTHER INFORMATION: identity 97 

region 337 ..371 

id T78111 

est 



.'A; NAME /KEY: sig_peptide 
:3" LOCATION : 70.. 252 

■'C. IDENTIFICATION METHOD: Von Heijp.e matrix 
■;D: OTHER INFORMATION: score 3.9 

seq Y T A V 3 V LA 3 ? R W A / D ? 

(xi) SE.^'JENEE DESCRIPTION: SEQ ID NO: 263: 



.9906548A2_I_> 



WO 99/06548 



441 
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AAT T AC G CAG AGAGAAAGTT ACGAGAAACT CGTTTTCATC TTCTTGGTTT CATCYTAAAT 60 

ACCAACGTC ATG TCT GGT TCT AAT GGT TCC AAA GAA AAT TCT CAC AAT AAG 111 
Met Ser Gly Ser Asn Gly Ser Lys Glu Asn Ser His Asn Lys 
-60 -55 -50 

GCT CGG ACG TCT CCT TAG CCA GGT TCA AAA GTT GAA CGA AGC CAG GTT 159 
Ala Arg Thr Ser Pro Tyr Pro Gly Ser Lys Val Glu Arg Ser Gin Val 
-45 -40 -35 



i CCT GAG AAA GTG GGC TGG CTT GTT GAG TGG CAA GAC TAT AAG CCT 

fi Pro Asn Glu Lys Val Gly Trp Leu Val Glu Trp Gin Aso Tvr Lys Pro 

1 -30 -25 -20 ' ' 



GGA AGA CCG AG A AAT CCT GCA GAC GGA CTG GAC TGG TGG GCC 
Gly Arg Pro Arg Asn Pro Ala Asp Gly Leu Asp Tro Trp Ala 
35 40 " 4*5 



(2} INFORMATION FOR 5EQ ID NO: 269: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 474 base pairs 

(3) TYPE: NUCLEIC ACID 

iC; STPA.NDEDNESS : DOUBLE 

( D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

FEATURE: 
(A) NAME /KEY : other 
(Bi LOCATION: 154.. 352 
(0 IDENTIFICATION METHOD: blastn 
■;D; OTHER INFORMATION : identity 93 

region 137 . . 335 
id HSC1QH021 
est 

(A) NAME /KEY : other 

■BI LOCATION: 154.. 291 

'0; IDENTIFICATION METHOD: blastn 

■I: OTHER INFORMATION: identity 93 



207 



GTG GAA TAC ACT GCA GTC TCT GTC TTG GCT GGA CCC AGG TGG GCA GAT 25 5 
Val Glu Tyr Thr Ala Val Ser Val Leu Ala Gly Pro Arg Tro Ala Asp 
-15 -10 - 5 * l 

CCT CAG ATC AGT GAV AGT VAT TTT TCT CCC AAG TTT AAC GAA AAG GAT 303 
Pro Gin He Ser Xaa Ser Xaa Phe Ser Pro Lys Phe Asn Glu Lvs Asp 
5 10 15 

GGG CAT GTT GAG AGA NAG AGC AAG AAT GGC CTG TAT GAG ATT GAN AAT 351 
Gly His Val Glu Arg Xaa Ser Lys Asn Gly Leu Tvr Glu I'- Xaa Asn 
20 25 * 30 



393 
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region 126 . .2 63 
id HUML122S 8 
. est 

FEATURE: 
(A) NAME /KEY : other 
(3) LOCATION: 25. . Ill 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 98 

region 1 . . 87 
id HUML12288 
est 

FEATURE: 
(A) NAME /KEY : other 
(3) LOCATION: 178. .443 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 1 , .2 66 
id R60742 
est 

EAT U RE : 

(A) NAME /KEY : other 
(3) LOCATION: 154 303 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 133 ..232 
id HSC07D011 
est 

fix) FEATURE: 

(A) NAME /KEY: other 
(3) LOCATION: 53, . 14 7 
[Z\ IDENTIFICATION METHOD: blastn 
■;d; OTHER INFORMATION: identity 92 

region 35 . . 12 9 
id HSC07DC11 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3J LOCATION: 18.. 4 9 
( Z ) IDENTIFICATION METHOD: blastn 
■;D) OTHER INFORMATION : identity 96 

region 1 . . 32 
id HSC07D011 



(ix) FEATURE : 

(A) NAME /KEY: other 

;3) LOCATION: 154 . .2 98 

;~i IDENTIFICATION METHOD: blastn 

;:: OTHER INFORMATION: identity 97 

region 136 . .230 
id C04685 
est 

^TURE : 

-.. NAME /KEY: other 
3' LOCATION : 25 . . 14 7 



(ix) 



(ix) F 

i 
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(C) IDENTIFICATION METHOD: blastn 
( D } OTHER INFORMATION: identity 95 

region 10 . . 132 

id C04685 

est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 34 9.-4 38 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.9 

|| seq LWMRWTVTSTTRA/WI 

k 

"® (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 269: 

AAAACCTTAG C.AAGATGGCG GCTCCCTGGG CGTCCCTGCG CCTGGTCGCC CCCATGTGGA 60 

ATGGGCGTAT CAGGGGCATC CATCGCCTGG GTGCGGCAGT GGCCCCAGAG GGCAATCAGA 120 

AGAAGAAAAG GACAATAMTC CARKTYCCTG GMCCVAASTA TTTCTACGAT GTGGAGGCTC 180 

TGAGGGATTA CTTGCTCCAA AGGGAGATGT ACAAGGTGCA T G AG AAAAAT CGATCTTACA 24 0 

CCTGGCTGGA GAA.GCAACAT GGTCCATACG GCGCAGGTGC CTTTTTCATC CTGAAGCAGG 300 

GAGGCGCAGT CAAGTTTCGA GACAAGGAGT GGATCAGGCC AGATAA.GT ATG GCC ATT 3 57 
fS Met Ala lie 

'2 -30 

TCT CTC AGG AGT TCT GGA ATT TCT GTG AAG TGC CTG TCG AAG CTG TGG 405 
Ser Leu Arg Ser Ser Gly lie Ser Val Lys Cys Leu Ser Lys Leu Trp 
-25 -20 " -15 

ATG CGG TGG AGT GTG ACA TCA ACT ACG AGG GCC TGG ATM RNN GCN GAA 4 53 
Met Arg Tro Thr Val Thr Ser Thr Tar Arg Ala Trp He Xaa Ala Glu 
-10 -S 15 

CCT CCG CAG CTG GAC ATC TCG 47 4 

Pro Pro Gin Leu Asp lie Ser 

10 



(2) INFORMATION FOR SEQ ID NO: 270: 

.je (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 211 base pairs 
(3) TYPE : NUCLEIC ACID 
(C; STRANDSDNESS: DOUBLE 

|j (D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vii ORIGINAL SOURCE: 

;.A; ORGANISM: Homo Sapiens 
■' F) TISSUE TYPE: Uterus 

(ixi FEATURE : 
^ ;A) NAME /KEY: ether 

!3} LOCATION: 32..21C 
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(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

. region 4 9. .177 
id AA082886 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 
$ (B) LOCATION: 47.. 83 



(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 15 . .51 
id AA082886 
est 

(ix) FEATURE : 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: 17. . 97 

<C) IDENTIFICATION METHOD: Von Heiine matrix 
<D> OTHER INFORMATION: score 3 . 8 

seq FVLGSARLGGSGS /MR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 270: 



AACATTAACC GGCAGG ATG TCG GAG GTG CGG CTG CCA CCG CTA CGC GCC CTG 52 
Met Ser Glu Val Arg Leu Pro Pro Leu Arg Ala Leu 
-25 -20 

GAC GAC TTT GTT CTG GGG TCG GCG CGT CTT GGC GGC TCC GGA TCC ATG 100 
Asp Asp Phe Val Leu Gly Ser Ala Arg Leu Gly Gly Ser Gly Ser Me<- 
-15 -io -5 : 

CGA CCC GCT GCG ATG GTG YHA CCG CGT CAT CAA CAA CCT CCT CTA CTA 14 8 
Arg Pro Ala Ala Met Val Xaa Pro Arg His Gin Gin Pro Pro Leu Leu 
5 10 15 

CCA AAC CAA CTA CCT TCT CTG CTT CGG CAT CGG CCT CGC TCT CGC CGG i 96 
Pro Asn Gin Leu Pro Ser Leu Leu Arg His Arg Pro Arg Ser A-g tr^ 
20 25 30 

GTA CGT ACG GCC ACG 211 
Val Arg Thr Ala Thr 
35 



(2) INFORMATION FOR SEQ ID NO: 271: 

(i) SEQUENCE CHARACTERISTICS: 
| (A) LENGTH : 262 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDMESS : DOUBLE 
(0) TOPOLOGY: LINEAR 

(iii MOLECULE TYPE: CDNA 

Ivi; ORIGINAL SOURCE: 

■(A) ORGANISM: Homo Sapiens 
*ll <~i TISSUE TYPE: Muscle 
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'51 

(ix) FEATURE : 



WO 99/06548 445 

( ix J FEATURE : 

(A) NAME /KEY : other 

(B) LOCATION: 184 . .264 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 177. .257 
id W93162 
est 



PCT/IB98/01222 



(A) NAME/KEY: other 

(B) LOCATION: 113.. 183 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

region 107 . . 177 

id W93162 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 184 . .264 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 174 .. 254 

id W67415 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 62.. 112 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 94 

region 52 . . 102 
id W67415 
est 

(ix) FEATURE : 

(A) NAME/KEY: other 

(B) LOCATION: 141.. 183 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 132 .. 174 
id W67415 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 184.. 264 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 174 . . 254 
id N44655 
est 

(ix: FEATURE: 

(A) NAME/KEY: other 
(3} LOCATION: 113. . 183 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: iden-ity 97 

region 104 . .174 
id N4 4 65 5 
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est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 54 . . 183 

<C) IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION : identity 97 

region 41.. 170 

id HSBA7H051 

est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 184.. 240 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 170 . . 226 
id HSBA7H051 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 14.. 52 

(C) IDENTIFICATION METHOD: blastn 

{ D) OTHER INFORMATION: identity 100 

region 2 . t 40 

id HS3A7H051 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 77. .183 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 97 

region 63 . . 1 69 
id R3753B 
est 

(ix) FEATURE : 

(A) NAME/KEY: other 

(3) LOCATION: 184.. 264 

<C) IDENTIFICATION METHOD: blastn 

( D) OTHER INFORMATION: identity 96 

region 169 . .24 9 

id R37538 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 15. .53 

(C) IDENTIFICATION METHOD: blastn 

( D) OTHER INFORMATION: identity 100 

region 1.-39 
id R37533 
est 

{ix; FEATURE: 

(A) NAME/KEY: sig_peptide 
i 3 ) LOCATION: 206. .250 

iZ) IDENTIFICATION METHOD: Von Heijne matrix 
■D) OTHER INFORMATION: score 3.8 
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seq LVSATAWLEECWW/SE 
<xi) SEQUENCE DESCRIPTION: SEQ. ID NO: 271: 

AGGCGGCGAA GATGGCGGAG AACAGCGGTC GCGCCGGCAA GAGCAGCGGG AGCGNCGCGN 60 

GGAAGGGGGC GGTGTCCGCA GAGCAGGTGA TTGCTGGCTT CAACCGCCTT CGGCAGGAAC 120 

AGCGAGGCCT GGCATCCAAA GCAGCTGAGT TGGAGATGGA GTTGAATGAG CACAGCCTAG 180 

TGAATCGATA CACTGAAGGA GGTAG ATG AAA CTC GTA AGT GCT ACC GCA TGG 2 32 
H Met Lys Leu Val Ser Ala Thr Ala Trp 

^ -15 -10 

TTG GAG GAR TGC TGG TGG AGO GAA CTG TCA 2 62 

^ Leu Giu Glu Cys Trp Tro Ser Glu Leu Ser 

- -5 1 



(2) INFORMATION FOR SEQ ID NO: 272: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 422 base pairs 

(3) TYPE: NUCLEIC ACID 

vk (C) STRAMDEDNE3S : DOUBLE 

f| (D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDMA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Brain 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 14 2. .382 

CO IDENTIFICATION METHOD: biastr 

(D) OTHER INFORMATION: identity 99 

region 120 . . 360 
id HUML1103 
est 

(ix) FEATURE: 

(A) NAME/ KEY : other 
^ (3) LOCATION: 29. . 139 

(C) IDENTIFICATION METHOD: biastr. 

( 0) OTHER INFORMATION: identity 97 
; .; region 17. . 127 

H id HYMLI108 

'' ' h est 

FEATURE: 
;A) NAME /KEY : otner 
(3) LOCATION: 37 . . 395 
[Z: IDENTIFICATION METHOD: blastn 
(0; OTHER INFORMATION: identity 93 

region 37 . . 395 
id AA156344 
esz 
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(ix) FEATURE : 

(A) NAME /KEY : other 

(B) LOCATION: 32.. 395 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 93 

region 137 . . 500 
id HSU51712 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION : 237. . 395 

(C) IDENTIFICATION METHOD: blastn 

ID) OTHER INFORMATION : identity 100 

region 112 . .270 

id T70871 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 
3} LOCATION: 133. .235 
:> IDENTIFICATION METHOD: blastn 
(0) OTHER INFORMATION: identity 93 

region 9. .111 
id T70871 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(3} LOCATION: 77.. 18 5 

(C) IDENTIFICATION METHOD: blastn 

£D) OTHER INFORMATION: identity 95 

region 105 . .213 

id S 30S 

est 

(ix) FEATURE: 

(A) NAME /KEY: other 

(3) LOCATION: 177. .236 

(C) IDENTIFICATION METHOD: blastn 

(C) OTHER INFORMATION: identity 95 

region 206 . .315 
id K4S303 



3g (ix) FEATURE: 

i A ) NAME /KEY: other 
(3) LOCATION: 234.. 317 
, f . < c > IDENTIFICATION METHOD: blastn 

II fD) OTHER INFORMATION: identity 94 

" r-gicn 314 . . 34" 

id H43303 



PCT/IB98/01222 



MATURE: 
( A ) NAM E/KEY : si g_p e p t i de 
<3) LOCATION: 309. '.410 
f'C) IDENTIFICATION METHOD: vor: He 



ljne 



■<) OTHER INFORMATION: score 3.3 

se:: LYVPLLAVCC 
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(xi> SEQUENCE DESCRIPTION: SEQ ID NO: 272: 

AAGCTTCCAA ACCCAGGGCT TGCGCTTGCC TTTGCCTCTT CCACCGCGCA GGGACCATGT 60 

CGGCGGAGAC CGCGAGCGGC CCCACAGAGG ACCAGGTGGA AATCCTGGAG TACAACTTCA 120 

ACAAGGTCGA CAAGCACCCG GATTCCACCA CGCTGTGCCT CATCGCGGCC GAGGCAGGCC 180 

TTTCCGAGGA GGAGACCCAG AAATGGTTTA AGCAGCGCCT GGCAAAGTGG CGGCGCTCAG 240 

AAGGCCTGCC CTCAGAGTGC AGATCCGTCA CAGACTAAGG AGATGGCAGG CATTGACAGC 300 

TTCACTCC ATG AAG GCC ATC TCT GTT TCT CTC CTC CGC TTA ACC AAG CTG 350 
Met Lys Ala lie Ser Val Ser Leu Leu Arg Lea Tfcr Lvs Leu 
-30 -25 

TTG TGG TTT TTC AGC ATA GTG TTG TAT GTT CCA TTG CTA C~t G ?C TGC 399 
Leu Tr? Phe Phe Ser lie Val Leu Tyr Val Pro Leu Leu Aia Val Cys 
-15 -io 



-D 



TGT TTA CAC ACT GTT GTA TTT TTT 
Cys Leu His Ser Vai Val Phe Phe 
1 



4 (2) INFORMATION FOR SEQ ID MO: 273: 

U; SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 513 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRAMDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii; MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A! ORGANISM : Hcno Saoiens 
IT) TISSUE TYPHI: Thyroid 

(i:<) FEATURE: 

(A) NAiME/KEY : other 
(3; LOCATION: 195. . 421 
(C; IDENTIFICATION METHOD: blastn 
3? (D; OTHER INFORMATION: iclenary 96 

region 17 9.. 
id AAQ1C336 



;!:-:) FEATURE: 

NAME /KEY : other 
'.Si LOCATION: 20 . . 109 
:C; IDENTIFICATION METHOD: biastn 

OTHER INFORMATION: identity 100 
region 2 . . 91 
ia AA010 93 6 



<122 
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(A) NAME/KEY: other 

(3) LOCATION: 108.. 205 

(C) IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION: identity 93 

region 91 . . 188 
id AA010986 
est 

'f! (ix) FEATURE: 

(A) NAME /KEY : other 
,ii (3) LOCATION : 443.. 505 

H £C) IDENTIFICATION METHOD: blastn 

jg ( D) OTHER INFORMATION: identity 95 

region 429. .4 91 

id AA010986 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 
^ (3) LOCATION: 417. .449 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 90 

region 402 . .4 3-; 
id AA010986 
est 

..-j (ix) FEATURE: 

1 (A) NAME /KEY : other 

# (3) LOCATION: 19.. 20 5 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

region 1 . .187 
id W96112 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 316.. 494 

(Ci IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 92 

region 300. .47? 

id W96112 

est 

(ix) FEATURE: 

(A) NAME /KEY: other 
(3) LOCATION : 195.. 336 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 95 



s 



region 178 . . 3: 



$ id W96112 

est 

(ix; FEATURE: 

(A; NAME /KEY ; other 
(3; LOCATION : 69.. 513 
;C) IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION : identity 97 

region 1 . . 4 4 5 
id W4 4 431 
est 
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451 
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(ix) FEATURE : 

(A) NAME /KEY : other 
(3) LOCATION: 14.. 205 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 96 

region 2 . .193 
id AA129812 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: 195.. 300 

(CJ IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION: identity 98 

region 184 . .289 
id AA129812 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 34 9.. 4 05 

(C; IDENTIFICATION METHOD: blastn 

(0) OTHER INFORMATION: identity 92 

region 34C. . 395 
id AA129812 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 301.. 352 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 92 

region 291 . . 342 
id AA129812 
est 

(ix) FEATURE: 

(A! NAME/KEY: other 

(3) LOCATION: 4 05.. 44 8 

(C) IDENTIFICATION METHOD: blastn 

•0} O : H E R INFORMATION: identity 97 

region 397 . .4 40 
id AA129812 
est 

(ix) FEATURE: 

( A ) NAME/ KEY : other 

(3) LOCATION: 2.. 290 

(C) IDENTIFICATION METHOD: blastn 

ID) OTHER INFORMATION: identity 97 

region 1 . . 2 ■? ? 

id W40172 

est 

(ix) FEATURE: 

(A' NAME/KEY: other 
;3) LOCATION: 342.. 43^ 

IDENTIFICATION METHOD: olastn 
O.HuR INFORMATION: identity 95 

region 343..-;' . 
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id W40172 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

( B ) LOCATION: 285. . 342 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

f$ region 285 . . 342 

id W40172 
■ est 

p (ix) FEATURE: 

4 (A) NAME /KEY : sig__peptide 

(B) LOCATION: 85. .438 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.8 

% seq LMIALTVVGCIFM/VI 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 273: 



ACTCCAACGC TGGGTGACAT TGAGCTCACC AGCGCCACCG TCCCCGGCGA AGTTCTGCGC 60 

TGGTCGGCGG A.GTAGCAAGT CGCC ATG GGG AGC CTC AGC GGT CTG CGC CTG Hi 

Met Gly Ser Leu Ser Giy Leu Arg Leu 
-U5 -110 

GCA GCA GGA AGC TGT TTT AGG TTA TGT GAA AGA GAT GTT TCC TGN TCT 159 
Ala Ala Giy Ser Cys ?he Arg Leu Cys Glu Arg As? Val Ser Xaa Ser 
-105 -100 * -95 

CTA AGG CTT ACC AGA AGC TCT GAT TTA AAG AGA ATA AAT GGA TTT TGC 207 
Leu Arg Leu Thr Arg Ser Ser Asp Leu Lys Arg He Asp. Glv ?h° Cys 
-90 -85 -so 

ACA AAA CCA CAG GAA AGT CCC GGA GCT CCA TCC CGC ACT 7 AC AAC AGA 255 
Thr Lys Pro Gin Glu Ser Pro Giy Ala Pro Ser Ar^ Thr Tvr Asn Arg 
~ 7 5 -70 " -65 * 

GTG CCT TTA CAC AAA CCT ACG GAT TGG CAG AAA AAG A7C 777 ATA TGG 303 
Val Pro Leu His Lys Pro Thr Asp Tro Gin Lys Lys II- r 'i- T rp 
-60 -55 ' -50 

TCA GGT CGC TTC AAA AAG GAA. AN3 NAA ATC CCA GAG ACT CTC TCG TTG 351 
Ser Gly Arg Phe Lys Lys Glu Xaa Xaa He Pro Glu Thr Val Ser Leu 
-45 -40 -35 -30 

GAG ATG CTT GAN STT GCA AAG AAC AAG ATG CGA GTG AA3 A T C AGC TAT 399 
Glu Met Leu Xaa Xaa Ala Lys Asn Lys Met Arg Val Lvs :_e Ser Tyr 
-25 * -20 " " -Is 



ATG ATT GCC CTG ACG GTG GTA GGA TGC 



;r: act gag aai 



Leu Me: lie Ala Leu Tr.r Val Val Gly Cys lie Phe Me- V:,i lie Giu 



VG AAG GCT GCC CAA AGA C.AC GAG ACT TTA ACA A 3 7 77G MAC TTA 4 95 
Giy Lys Lys Ala Ala Gin Arg His Glu Thr Leu Thr 3--r Lou Xaa Leu 
5 10 15 



GAA. 



513 
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Glu Lys Lys Ala Arg Leu 
20 ' ' 25 



{2) INFORMATION FOR SEQ ID NO: 274: 

(i) SEQUENCE CHARACTERISTICS: 
!$ (A) LENGTH: 412 base pairs 

(Bi TYPE: NUCLEIC ACID 
^ (C) STRANDEDNESS : DOUBLE 

jj CD) TOPOLOGY: LINEAR 

n 

f! (li) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 
^ { A) ORGANISM : Homo Sapiens 

?! { F) TISSUE TYPE: Brain 

^ (ix) FEATURE: 

,; (A) NAME/ KEY : other 

(5) LOCATION: 198.. 4 07 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 190 . .39 9 
id AA001815 

jo» est 



(ix) FEATURE: 

(A) NAME /KEY : other 
(BJ LOCATION: 41 . . 14 7 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 35 . . 14 1 
id AA001815 
est 

iiy.) FEATURE: 

(A! NAME/ KEY: other 

( 3 } LOCATION: 14 6.. 205 

(C: IDENTIFICATION METHOD: blastn 

\2, OTHER INFORMATION: identity 91 

region 139 . . I Vi 
id AA001815 
est 

(ix) FEATURE : 

(A; NAME/ KEY : other 

LOCATION: 198 . .400 
C. IDENTIFICATION METHOD: blastn 
[D) OTHER INFORMATION: identity 9; 

region 1 39 . . ?. \ 
id N4 2162 
esc 

iix! FEATURE : 

;A. NAME /KEY: other 
;3. LOCATION: 60. .205 
C" IDENTIFICATION METHOD : blastn 
■]Z OTHER INFORMATION: identity 95 

region 2 . . 1 -1 
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id N42162 
est 

(ix) FEATURE: 

(A) WAME/KEY: other 
(3) LOCATION: 198 . . 354 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 144 . . 300 

id N24414 

est 

fix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION : 62.. 147 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 10 . .95 
id N24414 
est 

(ix) FEATURE : 

(A) NAME /KEY : other 
(3) LOCATION: 146.. 205 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 93 . . 152 
id N24414 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 198.. 4 14 

(C) IDENTIFICATION METHOD: blastn 
(0) OTHER INFORMATION: identity 93 

region 122 . . 533 

id W76137 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3} LOCATION: 75 . . 147 

(O IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 95 

region 1 . .73 
id W76137 
est 

(ix) FEATURE: 

£A) NAME /KEY : other 

(3: LOCATION: 146.. 205 

(C; IDENTIFICATION METHOD: blastn 

(D; OTHER INFORMATION: identity ?.-. 

region 7 1 . . 1 * 
id W7 613" 
est 

(ix) FEATURE: 

(A NAME /KEY : other 

;3; LOCATION: 193.. 360 

::: IDENTIFICATION METHOD: blastn 



PCT/IB98/01222 
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(D) OTHER INFORMATION: 



455 

identity 95 
region 121 
id H03817 
est 



PCT/IB98/01222 



,23 3 



(ix) 



FEATURE: 
{A) NAME/KEY: other 
{B} LOCATION: 77 . . 147 
(C) IDENTIFICATION METHOD : 



blastn 



(D) OTHER INFORMATION: 



identity 98 
region 2 . . 72 
id H03817 
est 



(ix) FEATURE: 



(A) 
(B) 
(C) 
(D) 



NAME/KEY: other 
LOCATION: 34 6. .4 02 
IDENTIFICATION METHOD: blastn 
OTHER INFORMATION: identity 91 

region 270. 

id H03817 

est 



326 



(ix) FEATURE: 

(A; NAME /KEY: other 
(3) LOCATION: 146.. 205 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 91 

region 70 . . 129 
id H03817 
est 



(ix) FEATURE: 



(A) 
(3) 
(C) 
(D) 



NAME/ KEY : sig_peptide 
LOCATION: 59. .358 

IDENTIFICATION METHOD: Von. Heij: 
OTHER INFORMATION: score 3."? 

seq LASS FIT" 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 2' 



.35 



AC7GTTTNNG GGAGGCGCGT GGGGCTTGAG GCCGAGAACG GCCTTTGCTG CCACCAAC 58 

ATG GAG ACT TTG TAG CGT GTC CCG TTC TTA GTG CCC 3AA TGT CCC AAC 106 
Met Glu Thr Leu Tyr Arg Val Pro Phe Leu Val Leu Giu Cys Pro Asn 
-100 " -95 -90 -85 

CTG AAG CTG AAG AAG CCG CCC TGG TTG CAC ATG CCG TCG GCC ATG ACT 154 
Leu Lys Leu Lvs Lvs Pro Pro Trp Leu His Met ?r: Ser Ala Met Thr 
-30 " -75 -70 

GTG TAT GCT CTG GTG GTG GTG TCT TAC TTC CTC AT'; ACC GCA GGA ATA 202 
Val Tyr Ala Leu Val Val Val Ser Tyr Phe Leu Il-i Thr Gly Gly He 
-65 -60 -55 

ATT TAT GAT GTT ATT GTT GAA CCT CCA AGT GTC GCT TCT ATG ACT GAT 250 
He Tyr Asp Val lie Val Glu Pro Pro Ser Val Gly Ger Met Thr Asp 
- 5 0 -45 -40 

GAA CAT GTG CAT TAG AGG CCA G T A GCT TTC TTG TV; '.'AT AG A GTA AAT 298 
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Glu His Gly His Gin Arg Pro Val Ala Phe Leu Ala Tvr Arg Val Asn 
-35 -30 _ 25 * 

GGA CAA TAT ATT ATG GAA GGA CTT GCA TCC AGC TTC CTA TTT ACA ATG 34 6 
Gly Gin Tyr lie Met Glu Gly Leu Ala Ser Ser Phe L-u Ph* Th- Met 
" 20 -15 -io _ 5 

GGA GGT TTA GGT TTC ATA ATC CTG GAC GGA TCG RNT GCA CCA AAT ATC 
Gly Gly Leu Gly Phe lie lie Leu Asp Gly Ser Xaa Ala Pro Asn lie 
1 5 io 

CCA AAA CTC AAT AGA TTC 
Pro Lys Leu Asn Arg Phe 

15 



394 



412 



(2) INFORMATION FOR SEQ ID NO: 275; 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 243 base pairs 

(31 TYPE: NUCLEIC AC ID 

(C) STRANDEDNES5: DOUBLE 
(0) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

i'F) TISSUE TYPE : Cancerous prostate 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 136.. 238 
■;C) IDENTIFICATION METHOD: blast- 

(D) OTHER INFORMATION: identity 90 

region 80 . .132 
id C05215 
est 

FEATURE: 
(A) NAME /KEY: sig_peptide 
(3) LOCATION: 73. .111 

(C) IDENTIFICATION METHOD: Von Ho:— e ~atri> 

(D) OTHER INFORMATION: score 3." 

S e q MLVLP. 3 Z L 7 KA LA / 7 ' 

SEQUENCE DESCRIPTION: SEQ ID MO: b : 



:actcgggaa gacttcagag aagtctcaca aaggactcg: 



'T TTCTCAGTGC 60 



:GAAGCCGCG 77 ATG CTC G7T CTC AGA AGC GGC 
Met Leu Vai Leu Arg Ser Gl\ 
-1C 



\(Z GCG CTT GC Z III 
/s Ala Leu Ala 



.CA CGG AC 7 CTC GCG CVT CAG AKA AWT TTT GCT -■■ 
Ser Arg 7r.r Leu Ala Xaa Gin Xaa Xaa Phe Ala ::: 
- 5 io 



GCT GAA GTT 159 
Ala Glu Val 
15 



AAC 777 AAG GAA 7GG CA- 



7 n 1 
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Arg Lys Ala Lei: Ala Asn Cys Lys GIu 

20 " 25 

CCA AAT TTG GCT CGC ATT GAT AAA CAA 

Pro Asn Leu Ala Arg lie Asp Lys Gin 

35 40 
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Trp Gin Giu Gin Ser He He 
30 

GAG ACC AGG 24 3 

Glu Thr Arg 



(2) INFORMATION FOR SEQ ID NO: 276: 

(i) SEQUENCE CHARACTERISTICS: 

(A} LENGTH: 245 base pairs 
(S) TYPE: NUCLEIC ACID 

(C) STRANDEDNE5S : DOUBLE 

(D) TOPOLOGY: LINEAR 

(li) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(?) TISSUE TYPE: Thyroid 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 112.. 241 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 77 . . 206 
id R87832 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
■3; LOCATION: 37 . . 113 
(C: IDENTIFICATION METHOD: blastn 
OTHER INFORMATION: identity 92 

region 1 . . 77 
id R873 32 
est 

FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 112.. 241 

(C) IDENTIFICATION METHOD: blastr. 

(D! OTHER INFORMATION: identity 92 

region 61 ..194 
id HUM427C10S 
est 

(ix; FEATURE: 

(A; :;AME/KEY: other 

(3. LOCATION: 4 ;> . .113 

iC\ IDENTIFICATION METHOD: blast- 

■;d: OTHER INFORMATION: identic/ 

region i . . 65 
id HUM4.:"':a03 
est 



NAME / KEY : o t ne r 
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( B) LOCATION: 112.. 241 

(0) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 52 . . 181 

id R52722 

est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 62.. 113 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 92 

region 1 . . 52 
id R52722 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 111.. 241 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 90 

region 79 . . 209 
id W41434 
est 

(ix) FEATURE: 

(A) NAME/KEY: sig_peotide 
(3) LOCATION: 30. . 137 

(0) IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION : score 3.7 

seq NIESLAWTGGTLG/HP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 276: 

GAGTTTCCTG CGAGCTCGGC TTCCTCAAC ATG GCT GCG CCC TTG TCA GTG GAG 53 

Met Ala Ala Pro Leu Ser Val Glu 
-35 -30 



GTG GAG TTC GGA GGT GGT GCG GAS TCC TGT TTG r-rr. G- ~TA AG A AAC 
Val Glu Phe Gly Gly Gly Ala Xaa Ser Cys Leu Thr Val Leu A-g Asn 
-25 -20 -15 

ATC GAG TCA CTT GCC TGG AC A GGA GGA ACC CT^ GGA CAT CCG GAA CC^ 
He Glu Ser Leu Ala Trp Thr Gly Gly Thr Lev: Ciy His Pro Glu Pro 
~ 10 -5 i 

GCT CAT CTG GAT CAA GAA GAA TTT GCT AAA AG A GCG GCC ASA GTT GT" 
Ala His Leu Asp Gin Glu Glu Phe Ala Lys Arc; Ala Ala Xaa Val Val 
5 10 15 20 

CAT CCA GGG AGA CAG CGI GCG GCC AGG AAT TCT GGT GCT G-.C T?r £GG 
His Pro Gly Arg Gin Arg Ala Ala Arg Asn Se: Civ Ala Asp Tvr Arg 
25 30 ' 35 



(2) I M FORMAT ION FOR SEQ I D MO: 27 7: 

;i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 401 base pairs 



101 



149 



197 



24 5 
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(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 
I'D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE : CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(?) TISSUE TYPE: Umbilical cord 

(ix) FEATURE: 
fj (A) NAME /KEY : other 

■| (3) LOCATION: 22. .4 03 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 1 . . 382 

M id AA127626 

- est 

**i (ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 64 . . 349 

(C) IDENTIFICATION METHOD: blastr. 

(D) OTHER INFORMATION: identity 98 

region 44 . . 329 
id W39584 

"fi (ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 349. .403 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 96 

region 330 . . 334 
id W39584 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

[3) LOCATION: 2 4.. 60 

(C; IDENTIFICATION METHOD: blascn 

!D) OTHER INFORMATION: identity 100 

region 3 . . 39 

id W39584 

esz 

^ (ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION : complement ( 4 7 .. 4 03 ) 

(C) IDENTIFICATION METHOD: blastn 
'I \0) OTHER INFORMATION: icenritv ^3 

id N32838 

93" 

FEATURE: 
(A) NAME/KEY: other 
(3) LOCATION: complement ( 5 o .. -i 0 3 ) 
IDENTIFICATION METHOD: bu.?:r. 
^ ( D ) OTHER INFORMATION: iden::.:v ^ 



BNSDOCID: <WO 9906648A2_I_> 
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id AA121528 
est 

(ix) FEATURE: 

{ A) NAME /KEY: other 
(3) LOCATION: 164 . . 378 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 130 . .34 4 
id AA08207S 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION : 36. . 165 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 1 . .130 
id AA032078 
est 

FEATURE: 
I A; NAME /KEY : sig_peptide 
(3; LOCATION: 198. .392 

(C) IDENTIFICATION METHOD: Vor. Heijne matrix 

( D ) OTHER INFORMATION: score 3.7 

seq FVGGLP7I FWSWA/GL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 277: 



ACTTAGTCGT GTGTACATCA TTGGGAATGG AGGGAAATAA ATGACTGGAT GGTCGCTGCT 60 

TTTTAAGTTT CAAATTGACA TTCCAGACAA GCGGTGCCTG AGCCTGTGCC TGTCTTCAGA 120 

TCTTCACAGC ACAGTTCCTG GGAAGGTGGA GCCACCAGCC TCTCCTTGAA TAACTGGGAG 180 

ATGAJAACAGG AAGCTCT ATG AC A CAC TTG ATC GAA TAT GAC AG A CAC CGA 2 30 

Met Thr His Leu lie Glu Tyr Asp Arg His Arg 
-65 -6-j -55 

AAA TCA CGA GTG AGC CCC CTC CAG CAC CTC TAG CTG TTG CCG GCC GAT 273 
Lys Ser Arg Leu Ser Pro Leu Gin His Leu Tvr Leu Leu Pro Ala Aso 
-50 -45 -40 

CAC AGC CGG AA i GCA GCT GAA AG A TTC CCT GGG GCC TGG TTC CAA CCG 32 6 
His Ser Arg Asp. Ala Ala Glu Arg Phe Pro GLv Ala Tro Phe Gin Pro 
-35 -30 ' * -25 

CCC ACT GTG GAC TCT GAG GCC TCT GCA TTT GTG GGT GGT CTG CCT GTG 37 4 

Pro Tr.r Val Asp Ser Glu Ala Ser Ala ?he Val Giv Giv Leu Fro Val 
-20 -15 * -ic 

ATA TTT TGG TCA TGG GCT GGT CTG GTC 401 
lie Phe Trp Ser Tro Ala Giv Leu Val 



VIATIC:; FOR 5EQ ID NC: 276: 



BNSOOCIO: <WO 9906548A2J_> 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 335 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Uterus 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 70. . 337 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 97 

region 1 . .268 
id HSC23G081 
est 

iix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 71.. 251 

(C) IDENTIFICATION METHOD: blasts 

(D) OTHER INFORMATION : identity 99 

region 1 . .131 
id R13964 
est 

(ix! FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 256.. 334 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 100 

region 13-1 . . 262 

id R1396-I 

est; 

(ixi FEATURE: 

(A) NAME /KEY : other 

(3} LOCATION: 26.. 255 

(C) IDENTIFICATION METHOD: biastn 

■ID) OTHER INFORMATION : identity 9^ 

region 1 . .230 
id HUML13539 

(ix) FEATURE: 

(A) NAME /KEY : other 
;3; LOCATION: 116.. 251 
(C) IDENTIFICATION METHOD: biastn 
OTHER INFORMATION: identity 96 

region 1 . . 1 3 5 
id ;;05572 



;ix; FEATURE: 

(A) NAME /KEY: other 

(3) LOCATION: 256.. 337 

;C) IDENTIFICATION METHOD: 



.9906548A2J. 



WO 99/06548 462 PCT/IB98/01222 

(D) OTHER INFORMATION : identity 100 

region 139 . . 220 

id H05572 

est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 24 . .89 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.7 

seq WARKLLSVPWLLC/GP 

4? <xi') SEQUENCE DESCRIPTION: SEQ ID NO: 278: 

~? 

AACAGTTACG CGCCGCACGG ATC ATG GCC GCA GCC GCT CTG GGG CAG ATC TGG 53 
■ Met Ala Ala Ala Ala Leu Giy Gin He Trp 

* -20 -15 

^ GCA CGA AAG CTT CTC TCT GTC CCT TGG CTT CTG TGT GGT CCC AG A AGA 101 

Ala Arg Lys Leu Leu Ser Val Pro TrD Leu Leu Cvs Glv Pro Arg Arg 
-10 -5 I 



Tyr Ala Ser Ser Ser Phe Lys Ala Ala Asp Leu Gin Leu Glu Met Thr 
5 10 15 20 



149 



CAG AAG CCT CAT AAG AAG CCT GGC CCC GGC GAG CCC CTG GTG TTT GGG 197 
Gin Lys Pro His Lys Lys Pro Gly Pro Gly Glu Pro Leu Val Phe Gly 
25 30 35 

AAG ACA TTT ACC GAC CAC ATG CTG ATG GTG GAA TGG AAT GAC AAG GGC 24 5 
Lys Thr Phe Thr Asp His Met Leu Met Val Glu Trp Asn Asp Lys Gly 
4 0 4 5 50 

TGG GGC CAG CCC CGA ATC CAG CCC TTC CAG AAC CTC ACG CTG CAC CCA 2 93 
Trp Gly Gin Pro Arg He Gin Pro Phe Gin Asn Leu Thr Leu His Pro 
55 60 65 

GCC TCC TCC AGC CTC CAC TAC TCC CTG CAG CTG TTT GAG GGC 3 35 

Ala Ser Ser Ser Leu His Tyr Ser Leu Gin Leu Phe Glu Giv 

70 75 30 



(2) INFORMATION FOR SEQ 12 NO: 279: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 344 base pairs 
(3) TYPE: NUCLEIC ACID 

jo stpandedness: double 

S { D ) TOPOLOGY: LINEAR 

{iij MOLECULE TYPE: CDNA 

:v:) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sap i en. 3 

(F) TISSUE TYPE: Hypertrophic prostate 

«| ;::<) FEATURE: 

( A ) N AM E / K E Y : other 
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(S) LOCATION: 57.. 176 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 98 

region 50 . . 169 
id AA126817 
est 

^ (ix) FEATURE: 

^ (A) NAME /KEY : other 

(3) LOCATION: 219.. 344 
tC) IDENTIFICATION METHOD: biastn 
j| (D) OTHER INFORMATION: identity 94 

'$ region 213 . . 338 

id AA126817 
est 

(ixj FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 10.. 344 
■h (C) IDENTIFICATION METHOD: biastn 

_ (0) OTHER INFORMATION : identity 96 

region 2 . . 336 
id W7 97 31 
est 

(ix) FEATURE: 
& (A) NAME /KEY : other 

^ (9) LOCATION: 19.. 344 

V ( c > IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 97 

region 1 . .326 
id H21245 
est 

(ix) FEATURE: 

■A) NAME/KEY: other 
(3) LOCATION: 31 . . 302 

IDENTIFICATION METHOD: biastn 
OTHER INFORMATION: identity 96 

region 34 . . 305 
id K11314 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 302. . 344 
M (C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION : identity 97 



i m 



i 



region 306 . . 348 
id HU314 



(A) NAME/KEY: other 

(3) LOCATION : 41.. 202 

(D; IDENTIFICATION METHOD : biastn 

\ D ; OTHER INFORMATION: identity 93 

region 22. . 133 
i-J W19537 



BNSDOCID: <WO 9906548A2_L> 



W ° 99/06548 464 PCT/IB98/01222 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 201. .284 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 183 . . 265 

id W19587 

est 



(ix) FEATURE: 
■ } & (A) NAME /KEY : other 

f| (BJ LOCATION: 283.. 344 

tO IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 96 

region 266 . . 327 
id W19587 
est 

(ix) FEATURE: 

(A} NAME /KEY : sig_peptide 

(B) LOCATION: 4 8. .161 

(C) IDENTIFICATION METHOD: Von Heijn- 
(0} OTHER INFORMATION: score 3.7 

seq CPLLLLVFTTNNG/RH 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 279: 

AASGGGTCGG AGGTCAGGGC GAGCGTCTCG CAGGCCGTAG GAGGAAG ATG GCG GTG 

Met Ala Val 

r? G l C ^t ^ P," ^ CC ^ AG GAG GAA ATT ^ G ^ G GAG CCA GAG AAA CCG 

Lys Glu Pro Glu Lvs Pro 
-25 " -20 



Gli. Ser Arg Val Thr Gin Glu Glu lie Lys Lys Glu Pro Glu Lvs Pro 
-3d -30 



CGC CAC CAC CGA ATG GAG GAG TTC TCC CGG GGA AA" GT^ 
«sn uly Arg His His Arg Met Asp Glu ?he Ser Arg Giy Asn Val 
1 5 10 



1 j vj r\ i 



;f ~~ A AGC T - A GT ~ AAA GAA GTC TAG CCA GAA GOT AG A V"3 AAG 

Leu Tnr Ser Leu Val Lys Glu v*L Tyr Pro Glu Ala Acq Xaa Lys 
JJ 35 40 4= 



Tf AC? CAC TTC - T TTT GCA VTG G - TTT ACA GAT GTC AAA AG A CCT 
-Iv ir.r ms Phe Asp. ?rie Ala Xaa 



V"f.i t J he Thr Asp Val Lys Arg Pro 



INFORMATION : ~ ?. SEQ 10 NO: 280: 

SEQUENCE CHARACTERISTIC: 
i'A; LENGTH : 401 bas- o • lr. 



104 



---i^ oAC CGC GAG AAG ACA TGC CCA CTG TTG CTA CTG GTC TTC -~C ACC 152 
-le Asp Arg Glu Lys Thr Cys Pro Leu Leu Leu Leu Val ^re t;^ T r- 

-i5 -io "J: " 



200 



>n . . ?G GAT GCA ACT TTG AAA 248 

,ro , Ser Giu ,eu Gin He Tyr Thr Trp Met Asp Ala Thr Leu Lys 
15 20 25 



296 
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(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 
{ 0) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 
(F) TISSUE TYPE: kidney 



IS Cix) FEATURE: 



(A) NAME /KEY : other 

(B) LOCATION: 111.. 377 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

$ region 72 . .333 

id W79829 

L est 

(ix) FEATURE: 

{A) NAME/ KEY : other 
(3) LOCATION : ' 370. .401 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 90 

region 332 . . 353 
& id W79829 

$ est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 111.. 377 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 14. . 22 : 
id H62624 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3i LOCATION: 370.. 401 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 90 

region 27 4 . . 30 5 

id H62624 

est 

(ix) FEATURE: 

(A) ::AME/KEY: other 
^ (3; LOCATION: 111.. 377 

fj (C) IDENTIFICATION METHOD : blastn 

OTHER INFORMATICS : identity 99 

region 24 . . 290 
id H 9 1 9 5 7 



(A! NAME/KEY: other 
(3) LOCATION: 111. . "i? -\ 

identification method: oiastn 

:i OTHER I M FORMAT ILL : identity 92 
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region 59 . .324 
id W82998 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION : 111. . 376 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 92 

region 64 . . 329 
id AA023811 
est 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 240. .305 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 3.7 

seq AVLDCAFYDPTHA/W3 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 280: 

ACTAGCCTGC GAGTGTTCTG AGGGAAGCAA GGAGGCGGCG GCGGCCGCAG CGAGTGGCGA 60 

GTAGTGGAAA CGTTGCTTCT GAGGGGTGTC CAAGATGASC GGTTCKAMCG GAGKTCAAGC 120 

TGAACCAGCC ACCCGAGGAT GGCATCTCCT CCGTGAAGTT CAGCCCCAAC ACCTCCCAGT 180 

TCCTGCTTGT CTCCTCCTGG GACACGTCCG TGCGTCTCTA CGATGTGCCG GCCAACTCC 23 9 

ATG CGG CTC AAG TAC CAG CAC ACC GGC GCC GTC CTG GAC TGC GCC TTC 
Met Arg Leu Lys Tyr Gin His Thr Gly Ala Val Leu Asd Cys Ala Phe 
-20 -15 -lb 

TAC GAT CCA ACG CAT GCC TGG AGT GGA GGA CTA GAT CAT CAA TTG AAA 
Tyr Asp Pro Thr His Ala Trp Ser Gly Gly Leu Asd His Gin Leu Lys 
" 5 1 5 10 

ATG CAT GAT TTG AAC ACT GAT CAA GAA AAT CTT GTT GGG ACC ATG ATG 
Met His Asp Leu Asn Thr Asp Gin Giu Asn Leu Val Gly Thr Met Met 
15 20 * 25 

CCC CTA TCA GAT GTG TTG 
Pro Leu Ser Asp Val Leu 

TP, 



287 



335 



333 



401 



(2) INFORMATION FOR SEQ ID NO: 231: 

(i) SEQUENCE CHARACTERISTICS: 

A ; LENGTH: 275 b a s •': pairs 
\ B ; TYPE: NUCLEIC AC I 0 

\z: strandedness.- double 

[I TOPOLOGY: LINEAR 

( i i ) MC LZCULE TYPE: C DN. : - 

■vij 0?::iMAL SOURCE: 

(A: ORGANISM: Horr.o .^Dians 



<WO 9906548A2_I„> 
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(F) TISSUE TYPE: Uterus 

(ix) FEATURE; 

(A) NAME /KEY : other 
(3) LOCATION: 87, .27 2 

(C) IDENTIFICATION METHOD; blastn 

(D) OTHER INFORMATION: identity 93 

region 72. .257 
id T60345 
est 

(ix) FEATURE: 

(A) NAME /KEY: other 
(3) LOCATION: 47. .89 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 33 . .75 
id T60345 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

{ 3) LOCATION: 14 . .47 

(C) IDENTIFICATION METHOD: blastn 

O) OTHER INFORMATION: identity 97 

region 1 . . 34 

id T60345 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 87.. 272 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 75 . .250 
id T46853 
est 

(ix) FEATURE: 

(A; NAME /KEY : other 
IS) LOCATION: 12. .69 

IDENTIFICATION METHOD: blastn 
\Z) OTHER INFORMATION: identity 93 

region 1 . . 73 
id T46853 
est 

(ix) FEATURE: 

(A;- NAME/KEY: other 
.2) LOCATION: 87 . . 207 

IDENTIFICATION METHOD: blastn 
OTHER IN FORMAT 10;* : identity 97 

region 39 . .159 
id R57601 
est 



(ix) 



WO 99/06548 



468 



PCT/IB98/01222 



region 144 . . 223 
id R57601 
est 

fix) FEATURE : 

(A) NAME /KEY : other 
(3) LOCATION: 48 . .89 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 92 

region 1 . . 42 
id R57601 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
{ B ) LOCATION: 84 . . 195 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 90 

region 55 . . 166 
id W71083 
est 

(ix) FEATURE : 

(A) NAME /KEY : sig_oeo-ide 
(3? LOCATION: 12^.269 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
(0) OTHER INFORMATION: score 3.7 

seq WAVVLADTAVT3G/RG 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 281: 



ATAGGCGCAA G ATG GCG CTG CTT TTT GCA CGT TCT TTG CGC TTG TGC CGC 
Met Ala Leu Leu Phe Ala Arg Ser Leu Arg Leu Cys Arq 
-35 -so -75 

TGG GGA GCC AAA CGA TTG GGA GTT GCC TCC ACA GAG GCC CAG AGA GGC 
Trp Gly Ala lys Arg Leu Gly Vai Ala Ser Thr GIu Ala Gin Arc Glv 

_ 7 n - ^ 

/J -ob -60 

GTC AGT TTC AAA CTG GMA GAA AAA ACC GCC CAC AGC AGC CTG GCA CTC 
val Ser Phe Lys Leu Xaa GIu Lys Thr Ala His Ser Ser Leu Ala Leu 
"55 -so -45 

TTC AGA GAT GAT ACG GGT GTC AAA TAT GGC TTG GTG GGA TTG GAG CCC 
?ne Arg Asp Asp Thr Gly Val Lys Tvr Gly Leu Val Gly Leu Giu P-o 
-40 -35 ' -30 



50 



93 



116 



194 



ACC AAG GTG GCC TTG AAT GTG GAG CGC TTC CGG GAG TGG GCA GTG GTG 242 

Tr.r Lys Val Ala Leu Asn Val Giu Arg Phe Arg GIu Tro Ala Vai Val 

" 25 -20 -15 * -io 

CTG GCA CAC ACA GCG GTC ACC AG T GGC AGA GGG 27 5 

Leu Ala Asp . ;:r Ala Val Tr.r i Gly Arg Gly 

-5 i 



■;2) ItlFORXATIOti FOR SEQ ID 2?2: 
( 1 : SEQUENCE CHARACTER! ST ICS : 



<WO 9906548A2_I_> 
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(A) LENGTH: 397 base oairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : D0U3LE. 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Umbilical cord 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 77.. 280 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3,6 

seq I LLGNYC VAVADA/ KK 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 282: 



ATTCCCCCTT GGGCGGTGGT GGAGGTGGTA ACCGTGATAG TAGCAGCTCC GGCGGCAGCA 



60 



\CAGCGACTA CGAGGG ATG GCG GCG GCT GCA GCA GGA ACT SNA AC A TCC CAG 112 
Met Ala Ala Ala Ala Ala Gly ?hr Xaa Thr Ser Gin 
-65 -60 



AGG TTT TTC CAG AGC TTC TCG GAT GCC CTA ATC GAC GAG GAC CCC CAG 
Arg Phe Phe Gin Ser Phe Ser Asp Aia Leu lie Asd Glu Asd Pro Gin 
-55 -50 -4*5 

GCG GCG TTA GAG GAG CTG ACT AAG GCT TTG GAA CAG AAA CCA GAT GAT 
Ala Ala Leu Glu Glu Leu Thr Lys Ala Leu Glu Gin Lys p-o -so Asd 
~ 40 "35 -30 * -25 

GCA CAG TAT TAT TGT CAA AG A GCT TAT TGT CAC ATT CTT C7T GGG AAT 
Aia Gin Tyr Tyr Cys Gin Arg Ala Tyr Cys His He Leu Leu Gly Asn 
'20 -is _ l0 



160 



208 



256 



TAG TGT CTT GCT GTT GCT GAT GCA AAG AAG TCT CTA GAA CTC AAT CCA 304 

Tyr Cys Val Ala 7a 1 Ala Asp Ala Lys Lys Ser Leu Giu Leu Asn Pro 

- ~j 

AAT AAT TCC ACT GCT ATG CTG AG A AAA GGA ATA TGT GAA TAC CAT GAA 352 

Asn Asn Ser Thr Ala Met Leu Arg Lvs Gly He Cys Glu Tyr H*s Glu 
10 15 20 

AAA AAC TAT GCT GCT GCC CTA GAA ACT TTT TAC AGA AGG ACG GGG 397 
Lys Asn Tyr Aia Ala Ala Leu Glu Thr Phe Tyr Arg a^g Thr G'y 
25 30 35 



AT I ON FOR SEQ ID L'O: 23 3: 

SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 331 o,;e pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 
>D) TOPOLOGY: LINEAR 
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(ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo SaDiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix> FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 73. .379 

(Ci IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 79 . . 380 
id H17763 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 2. . 53 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 4 . . 55 
id K17763 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 96. .377 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 82 . . 363 
id H16532 
est 

(ix 1 FEATURE: 

i A ) NAME /KEY : other 

(3; LOCATION: 2. .53 

(C) IDENTIFICATION METHOD: blastn 

(D} OTHER INFORMATION : identity 93 

region 7 . . 53 
id H16532 
est 

(ix- FEATURE: 

(A) NAME /KEY: other 
(3) LOCATION : 7}.. 370 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 4 6.. 337 
id R52491 
est 



i A ; NAME /KEY : r:r.e: 

IB! LOCATION: £ 0 . .24 3 

[Z] I DENT I FICAT I ZU METHOD: blastn 

:D: OTHER IMFCi-vATION: identity 96 

region 65 . .24 7 



WO 99/06548 PC T/IB98/01222 

471 

(ix) FEATURE : 

(A) NAME /KEY: other 

(3} LOCATION: 2. . 5 3 

(C) IDENTIFICATION METHOD: blastn 

iD) OTHER INFORMATION: identity 100 

region 1 . . 52 

id R21494 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 266.. 305 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 268 . . 307 

id R21494 

est 

(ik) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 129.. 321 

(C) IDENTIFICATION METHOD: blastn 
(0) OTHER INFORMATION: identity 99 

region 71. .263 
id AA084554 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 315.. 379 

{CJ IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 256 . . 320 
id AA084554 



(ix) FEATURE: 

(A) NAME /KEY: sig_peptide 
(3.) LOCATION : 139 . .318 

;c; IDENTIFICATION METHOD: Von Hei^ne matrix 
(3) OTHER INFORMATION: score 3.5 

seq W FY I G S 3 LNGT RG / KR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 283: 



AGTGGCCCGG ATGTTCGGTG CAGCTGCCAG ATCCGCTGAT CTAGTGCTTC TCGAAAAAAA 60 

CCTTCAGGCG GCCCATGGCT GTCGATATTC AACCAGCATG CCTTGGACTT TATT5 YGGGA 120 

AGACCC7ATT AT7TAAAA ATG OCT CAA CTG AAA TAT ATG GAG AAT G7G GGG 171 

Met A • Gin Leu Lys Tyr Me" Giu Asn Val Gly 
-60 -55 .^q 

TAT GCC CAA GAG GAC AGA GAA CGA ATG CAC AGA AAT ATT GTC AGC CTT 2 1 °f 
Tyr Ala Gin Giu Asp Arg Gl^ Arg Met His Arg Asn n e Val 3er Leu 
-45 -40 -35 

GGA CAG AAT GTC CTG AAC TAP ATG ATT GGC TCT ATC TTG GAT TTA TGG 2 67 
A.a G_:: Asn Leu Leu Asn i :.o Met lie Gly Ser lie Leu Aso Leu Trp 
~ 3 ? -25 .on 



<WO 9906548A2J. 
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CAA TGC TTC CTC TGG TTT TAC ATT GGT TCT TCA TTG AAT GGT ACT CGG 
Gin Cys Phe Leu Trp Phe Tyr He Gly Ser Ser Leu Asn GLy Thr Arq 
-15 -10 -5 



"' ; AAT GCA GCA TGG CCG CGG 

Asn Ala Ala Trp Pro Arg 

# 



315 



GGA AAA AG A GTT CCA GCG CAC TTT TCC AAC ACA TCA CTG CAT TAT TTG 363 
Gly Lys Arg Val Pro Ala His Phe Ser Asn Thr Ser Leu His Tyr Leu 
1 5 io 15 



331 



(2) INFORMATION FOR SEQ ID NO: 284: 

(i! SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 293 base pairs 
(3) TYPE: NUCLEIC ACID 
(C! STRANDEDNESS: DOUBLE 
(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDMA 



<vi; ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(?) TISSUE TYPE: Brain 

(ix) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: 3. .294 

(C) IDENTIFICATION METHOD: blastn 

[0) OTHER INFORMATION : identity 98 

region 1 . .2 92 
id HUM524F053 
est 



FEATURE: 

■A) NAME/KEY: otner 

(3) LOCATION: 4 4 . . 172 

(C; IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 4 3. .176 
id H31799 
est 

FEATURE: 

(A) NAME /KEY: other 

(3) LOCATION : 167 . . 276 

!C) IDENTIFICATION METHOD: blastn 

! D) OTHER I M FORMATION : identity 36 

region 170 . .27 9 

id H 31799 

est 



FEATURE: 
(A) NAME/KEY: other 
;3) locatio:;: j 4 . . 4 i 
^ :C: IDENTIFICA-ITON METHOD: blastn 

; d; other :::f'~,r:-!at:'::: : identic v 97 



BNSDOCIO: <WO 9906548A2_L> 



WO 99/06548 



PCT71B98/01222 



region 16 . .50 
id H51799 
.est 

iix) FEATURE : 

(A) NAME/KEY: other 

(B) LOCATION: 48 . . 172 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 57 . . 18 1 
id T84779 
est 

(i:<) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 167.. 226 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 93 

region 175 . . 234 
id T84779 
est 

{!:■:) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 1. .45 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 7 . . 51 
id T84779 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 167 . .294 

(C) IDENTIFICATION METHOD: blastn. 

(D) OTHER INFORMATION : identity 94 

region 101 . . 223 
id WS1213 
est 

(ixj FEATURE: 

(A) NAME /KEY; other 
<B) LOCATION: 66. . 172 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 1 . . 107 
id W81213 
est 

FEATURE: 

■ A ) NAM E / K Z Y : other 

(3) LOCATION : 8 . . 172 

(Ci IDENTIFICATION METHOD: blascn 

(D) OTHER INFORMATION : identity 93 

region 1 . . 165 
id AA090080 
est 

;A) MAME/KFY: orr-r 

■; 3i locat: ■:. : : - : r . . 210 
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WO 99/06548 PCT/IB98/01222 

474 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 159. .202 
id AA090080 
est 

(ix,: FEATURE: 

(A) NAME /KEY : sig_peptide 
M (3) LOCATION: 174.*.266 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
.■: (D) OTHER INFORMATION: score 3.5 

§3 seq WSPLSTRSGGTHA/CS 

I 

m (:<:; SEQUENCE DESCRIPTION: SEQ ID NO: 284: 

AAAAACAATA GGACGGAAAC GCCGAGGAAC CCGGCTGAGG CGGCAGAGCA TCCTGGCCAG 60 
A-ACA.iGCC.Vi GGAGCCAAGA CGAGAGGGAC ACACGGACAA ACAACAGACA GAAGACGTAC 120 

'i-S 

TGGCCGCTGG ACTCCKCTGC CTCCCCCATC TCCCCGCCAT CTGCGCCCGG AGG ATG 17 6 

Met 

AGC CCA GIG TTC AGG GCC ATG GAT GTG GAG CCC CGC GCC AAA GG5 TCC 22 4 
Ser Pro Ala Phe Arg Ala Met Asp Val Glu Pro Arg Ala Lys Gly Ser 
~ 30 -25 -20 -15 



TTC 7GG AGC CCT TTG TCC ACC AGG TCG GGG GGC ACT CAT GCG TGC TCC 
Phe Trp Ser Pro Leu Ser Thr Arg Ser Glv Gly Thr His Ala Cys S^r 
-10 -5 ! 



GCT TCA ATG AGA CAA CCC TGG 
Ala Ser Net Arg Gin Pro Trp 

5 



112 



293 



INFORMATION FOR SEQ ID NO: 285: 

U) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 34 7 base pairs 
(3) TYPE: NUCLEIC ACID 
(C) ST RAN DE DM ESS : DOUBLE 
CD) TOPOLOGY : LINEAR 

MOLECULE TYPE: CDMA 

■.v.' ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
: { F) TISSUE TYPE: Substantia nigra 

£ ; ix. FEATURE: 

(A) NAME /KEY: other 

(3) LOCATION: 2 6. . 32 6 

'C! IDENTIFICATION METHOD: blastn 

I'D) OTHER INFORMATION: identity 9S 

region 42 . . 34 2 
id R71425 
est 
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(A) NAME /KEY : other 
(3) LOCATION: 19.. 345 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 11. ,337 
id AA133412 
est 

(ix) FEATURE: 

(A) NAME/ KEY : other 

(3) LOCATION: complement ( 1 1 4 34 5 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 98 

region 172 . . 403 
id AA156940 
est 

{ix} FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: complement ( 7 1 .. 1 1 4 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 402. .445 
id AA156940 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: complement ( 2 6 .. 7 6 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 92 

region 439 . .489 
id AA156940 
est 

(ix) FEATURE: 

{A) NAME /KEY : other 
(3) LOCATION : 172.. 345 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 186 359 

id W07240 

est 

(ix) FEATURE: 

( A } NAME/ KEY : other 
(3) LOCATION: 72. . 171 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 83. . 132 
id W07240 
e s 

(ix! FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: 21 . . 76 

(Z) IDENTIFICATION METHOD : blastn 

(D; OTHER INFORMATION: identity 92 



WO 99/06548 

476 

(i:-:) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 39.. 345 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 9S 

region 1 . . 307 
id R31019 
est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 13.. 179 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.5 

seq SILAQVLDQSARA/RL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 285: 

AGCGCTGACG CCGAGCC ATG GCG GAC GAG GAG CTT GAG GCG CTG AGG AGA 
Met Ala Asp Glu Glu Leu Glu Ala Leu Arg Arg 
-50 _ 4 5 

CAG AGG CTG GCC GAG CTG CAG GCC AAA CAC GGG GAT CCT GGT G-T GCG 
Gin Arg Leu Ala Glu Leu Gin Ala Lys His Gly Asp Pro Glv Aso Ala 
"4° "35 -30 " 
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GTG AGG 
■r Val Arg 
55 



50 



93 



GCC CAA CAG GAA GCA AAG CAC AGG GAA GCA GAA ATG AGA AAC AGT ATC 14 6 
Ala Gin Gin Glu Ala Lys His Arg Glu Ala Glu Met Arg Asn Ser lie 
-25 -20 -15 

TTA GCC CAA GTT CTG GAT CAG TCG GCC CGG GCC AGG TTA AGT AAC TTA 
Leu Ala Gin Val Leu Asp Gin Ser Ala Arg Ala Arg Leu Ser Asn Leu 
-10 -5 i 5 

GCA CTT GTA AAG CCT GAA AAA ACT AAA GCA GTA GAG AAT TAC CTT ATA 
Ala Leu Vai Lys Pro Glu Lys Thr Lys Ala Val Glu Asn Tv ' ■ He 
10 15 - 20 

CAG ATG GCA AGA TAT GGA CAA CTA AGT GAG AAG GTA TCA GAA CAA GGT 
Gir. Met Ala Arg Tyr Gly Gin Leu Ser Glu Lys Val Ser Glu G^n Glv 
25 30 35 



19* 



24; 



290 



ATA GAR AT C CTT AAA AAA GTA AGC CAA CAA ACA GAA AAG AH N ACA 333 
lie Glu lie Leu Lys Lys Val Ser Gin Gin Thr Glu Lvs Xaa Thr 
4° <*5 50 



347 



IMFORlO 



)iO: 23 < 



•ARACTERISTICS : 
4 14 base pa: 
NUCLEIC ACID 
'0EDNE33 : DOUBLE 
.OCT: LINEAR 



BNSDOCIO: <WO 9906548A2_L> 
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477 



(11) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 

( F) TISSUE TYPE: Cancerous prostate 



I 



(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 186. .382 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 156 . .352 
id AA082259 
est 



(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION : 61. . 146 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 34 . .119 
id AA0S2259 
est 

(ix) FEATURE: 

(A) NAME/ KEY : other 
(3) LOCATION: 29.. 61 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 1 . . 33 
id AA082259 
est 



(ix) FEATURE: 

( A \ NAME /KEY: other 

(3) LOCATION: 194 . . 331 

■;C; IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 169 . . 
id H80945 
est 



306 



( ix) 



UF.E: 

NAME/ KEY: other 

LOCATION: 54 . . 14 6 

IDENTIFICATION METHOD: blastn 

"THER INFORMATION: identity 93 

region 30 . .122 
id H80945 
est 



NAME / KEY : sig_peptide 
LOCATION: 15" . . 34 5 

"_ ME l ill F I CAT I ON METHOD: Von Heijne nacrix 
T \\ ':{. R INFORMATION: score 3.5 

seq G L VC AG LA DMA R ? / A E 



SZQ ID NC: 23 c 
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AACAGCGGGC AGGGAAAGCC GCGGGAAGGG TACTCCAGGC GAGAGGCGGA CGCGAGTCGT 60 

CGTGGCAGGA AAAGTGACTA GCTCCCCTTC GTTGTCAGCC AGGGACGAGA ACACAGCCAC 120 

GCTCCCAMCC GGCTGCCHAA GRWTCCCTSG GCGGCG ATG TCG GCC GCC GGT GCC 

Met Ser Aia Ala Gly Ala 
-60 

CGA GGC CTG CGG GCC ACC TAC CAC CGG CTC CTC GAT AAA GTG GAG CTG 
Arg Gly Leu Arg Ala Thr Tyr His Arg Leu Leu Asp Lvs Val Glu Leu 
" 55 -50 -45 

ATG CTG CCC GAG AAA TTG AGG CCG TTG TAC AAC CAT CCA GCA GGT CCC 270 
Met Leu Pro Glu Lys Leu Arg Pro Leu Tyr Asn His Pro Ala Gly P ro 
"40 -35 -30 

AGA ACA GTT TTC TTC TGG GCT CCA ATT ATG AAA TGG GGG TTG GTG TGT 
*rg Thr Val Phe Phe Trp Ala Pro He Met Lys Trp Gly Leu Val Cys 

"20 -15 _ 10 



Ala G 



CAA TCT GVK GTT TTG ATG GCT ACA GGG TTT ATT TGG TCA AG A TAC TCG 
Gin Ser Xaa Val Leu Met Ala Thr Gly Phe lie Trp Ser Ara T vr S er 
10 15 20 " 



174 



222 



318 



CT GGA TTG GCT GAT ATG GCC AGA CCT GCA GAA AAA CTT AG" ACA GCT 3 66 
- r-ly Leu Ala Asp Met Ala Arg Pro Ala Glu Lys Leu Ser Thr Ala 



414 



(2) INFORMATION FOR SEQ ID NO: 28 7: 

(i) SEQUENCE: CHARACTERISTICS: 

(A) LENGTH: 478 base pairs 
(3) TYPE: NUCLEIC ACID 
(C) STRANDEDNESS: DOUBLE 
ID) TOPOLOGY: LINEAR 

(ID MOLECULE TYPE: CDNA 

ivii ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F; TISSUE TYPE: Muscle 

(ix) FEATURE: 
^jj ( A ; M AM E / KE Y : other 

(3; LOCATION : 196.. 391 
(C;- IDENTIFICATION METHOD: blastn 
(0) OTHER INFORMATION: identity 95 
$ region 135 . . 380 

id W07 314 
est 



NAi^E/KEY: other 
IB! LOCATION: 53 . . 204 

IDENTIFICATION METHOD: blastn 
■2. OTHER INFORMATION: identity 93 

region 4 6. .192 
id W07314 
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(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 409. . 478 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 401 . . 470 

id W07314 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(5) LOCATION: 34.. 412 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 12 . . 390 
id W07582 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 45 . . 393 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 31. . 379 
id W73850 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 16.. 52 

(C) IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION: identity 94 

region 1 . , 37 
id W73850 



(ix) 



(ix) 



ORE : 

NAME/KEY: other 

LOCATION: 7 3. . 44 7 

IDENTIFICATION METHOD: blastn 

OTHER INFORMATION: identity 99 

region 1 . . 375 
id AAU2776 
est 



NAME/KEY: other 

LOCATION: 63.. 388 

IDENTIFICATION METHOD: blastn 

OTHER INFORMATION: identity 99 

region 1 . . 326 
id H72671 
est 



NAMc/Kr-Y: s ic^pep t id-? 
LOCATION: 93 ".355 

IDENTIFICATION METHOD : Von Heijne rra- 
CTH=.?. INFORMATION: score 3.5 
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seq TGXLNMTLQRASA/A? 
(xi) SEQUENCE DESCRIPTION 1 : SEQ. ID NO: 287: 

AACTTGTCAG CCCTTGTCTG AGGCGGAGGC AGCCCCGCGC CGCGCCGGAC CCGAGCATAT 60 

TTCATTTTCT GTCATTGGAC TTTGAGCCAT TAGAACC ATG AGC AAC TAC ACT GTG 115 

Met Ser Asn Tyr Ser Val 
-35 



| TCA CTG GTT GGC GG A GCT CCT TGG GGT TTC CGG CTG CAG GGC GGT AAG 

Ser Leu Val Gly Pro Ala Pro Trp Gly Phe Arg Leu Gin Gly Gly Lys 



-80 -75 -70 



-65 



30 



■2) IN FORMAT I ON FOR SEQ ID NO: 238: 

(i) SEQUENCE CHARACTERISTICS: 

'Ai LENGTH: 355 base pairs 
**:?.} TYPE: NUCLEIC ACID 
STRANDEDNES3 : DOUBLE 
TOPOLOGY: LINEAR 

1 :-:-:.ECULE TYPE: cdna 

(vi ; -:- ; ~j I NAL SOURCE: 

. '.■ ORGANISE: Homo Sapiens 
TISSUE TYPE : Uterus 

NAME /KEY: other 



163 



211 



GAT TTC AAC ATG CCT CTG ACA ATC TCT AGT CTA AAA GAT GGC GGC AAG 
Asp Phe Asn Met Pro Leu Thr lie Ser Ser Leu Lys Aso Glv Glv Lvs 
" 60 "55 * - -so Y 

GCA GCC CAG GCA AAT GTA AGA ATA GGC GAT GTG GTT CTC AGC ATT GAT 25 9 
Aia Ala Gin Ala Asn Val Arg lie Gly Asp Val Val Leu Ser He Asp 
-45 -40 _35 

GGA ATA AAT GCA CAA GGA ATG ACT CAT CTT GAA GCC CAG AAT AAG ATT 3^ 
Gly lie Asn Ala Gin Gly Met Thr His Leu Glu Ala Gin Asn Lys He 
-30 -25 - 20 

AAG GGT TGT ACA GGA NYT TTG AAT ATG ACT CTG CAA AGA GCA t CT GCT 
Lys Gly Cys Thr Gly Xaa Leu Asn Met Thr Leu Gin A-g Ai a S-r Ala 
-15 -10 - 5 

GCA CCC AAG CCT GAG CCG GTT CCT GTT CAA AAG CCC ACA GTC ACT AGC 
Ala Pro Lys Pro Glu Pro Val Pro Val Gin Lys Pro Th- Val Thr Ser 
15 10 15 

GTG TGT TCC GAG ACT TCT CAG GAG CTA GCA GAG GGA CAG AGA AGA GGA 
vaI °y s Ser G - u Th - Ser Gin Glu Leu Ala Glu Gly Gin Arq A-q Glv 
20 25 

TCC CAG GGT OA: AGT AAA CAG CAA AAT 
Ser Gin Gly Asp Ser Lys Gin Gin Asn 
35 40 



355 



403 



47c 



BNSOOCID: <WO 9906548A2_I_> 
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481 

(3) LOCATION: 4.. 333 

(C; IDENTIFICATION METHOD : blastn 

iD) OTHER INFORMATION : identity 99 

region 1 . . 330 
id N35568 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 26.. 297 

(C) IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION: identity 98 

region 1 . .272 
id R35915 
est 



PCT/IB98/01222 



(ix) FEATURE: 

(A) NAME /KEY : other 



(3) LOCATION: 295. . 338 
^ (C) IDENTIFICATION METHOD: blastn 

(C) OTHER INFORMATION: identity 100 

region 271 . .314 
id R35915 
est 

(ix) FEATURE: 

# (A) NAME /KEY : other 
f (3) LOCATION: 44.. 255 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

* region 1 . .212 

id W31312 

est 

(ix! FEATURE: 

■A; NAME /KEY: other 

:3) LOCATION: 251.. 355 

:C) IDENTIFICATION METHOD: blastn 

'D: OTHER INFORMATION : identity 93 

region 209 . . 313 

id W31312 

est 

(ix; FEATURE : 

(A) NAME/KEY: other 
■3} LOCATION: 21.. 328 
Sjj IDENTIFICATION METHOD: blastn 

'.0) OTHER INFORMATION: identity 99 

region 13 . . 320 
id HSC1HA011 

$ est 

fix FEATURE: 

■F) NAME /KEY : other 

LOCATION: 62.. 339 
■:■ IDENTIFICATION METHOD: blastr. 
FF OTHER INFORMATION : identity 97 

region 1 . .278 
id R61491 

^ est 
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482 
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3# 



(ix) FEATURE: 

(A) NAME /KEY: sig_pepcide 

(B) LOCATION: 245. .293 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) ST HER INFORMATION: score 3.5 

seq LLGLELSEAEAIG/AD 

(xij SEQUENCE DESCRIPTION: SEQ ID NO: 283: 



ATG GCG AAC CCG AAG CTG CTG GGA CTG GAG CTA AGC GAG GCG GAG 
Me- Ala Asn Pro Lys Leu Leu Gly Leu Glu Leu Ser Glu Ala Glu 
-15 -io _ s 



TCG AAG GAG CTC CAG CAA 
Ser Lys Glu Leu Gin Gin 
15 



60 



^ ATTCGTTTAC AGTTCGGCAC GTAGGACGGA GGGTAGTGCG TCTAGAGACA CATATTCCCA 

| ACGGATTTGA CGATGGTGTT CGGTCTTGAA TGGAAATGTA GTCTTAGGCC AGTCTTAGGT 120 

TTTTGAACAG GATAGTAGGT ATCCGGAGTC GATTGAGGGC CAGAGCAGGC ACTGGGGTTC 180 

# GGATCCTGGG CAAAGTTTCC CACATTGAGG GTCTCGAGGA CGCCTAGATC TCTTTCCCAG 24 0 



289 



GCG ATC GGT GCT GAT TCG GCG CGA TTT GAG GAG CTG CTG C^G CAG Qr~ 337 
A.3 lie Gly Ala Asp Ser Ala Arg Phe Glu Glu Leu Leu Leu Gin Ala 
1 5 10 



355 



- N FORMATION FOR SEQ ID NO: 289: 

(i- S^QUZmE CHARACTERISTICS: 

\ A ■ LENGTH: 401 base pairs 
(3) TYPE: NUCLEIC ACID 
!C) STRANDEDNES5 : DOUBLE 
(D) TOPOLOGY: LINEAR 

(ii' XQLECULE TYPE: CDNA 

(VI,. ORIGINAL SOURCE: 

(?.) ORGANISM: Homo Sapiens 

[D] DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: brain 



NAME /KEY: other 

LOCATION: 113. .201 

IDENTIFICATION METHOD: blastn 

OTHER INFORMATION : identity 100 

region 90 . . 1' 
id W2I133 
est 



NAME/KEY: other 
LOCATION: 2 3 . . 7- 
IDENTIFICATION METHOD : blastn 
OTHER INFORMATION: ider.titv 93 
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region 2 . . 53 
id W21193 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 71 . . Ill 

(C) IDENTIFICATION METHOD; blastn 

(D) OTHER INFORMATION: identity 100 

region 4 9. .89 
id W21198 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: complement ( 114 201 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 94 

region 271 . . 358 
id AA061731 
est 

[ix) FEATURE: 

(A) NAME /KEY : other 

{3} LOCATION: complement (114 . . 201) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 94 

region 271 . . 358 
id AA061768 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: complement ( 12 5 20 1 ) 
[Z] IDENTIFICATION METHOD: blastn 
(Si OTHER INFORMATION: identity 96 

region 269 . .34 5 
id AA058174 
est 

(ix; FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 204." 323 

;C) IDENTIFICATION METHOD: Von Heijne matrix 
( D) OTHER INFORMATION: score 3.5 

seq ALLCTLLLHFQNI/RR 

(xi. SEQUENCE DESCRIPTION: SEQ ID NO: 289: 



.GGTGT-JT GGATCGGAGG GAGGTTCGGG TGGGCATCGG GCGGCTGGAA GAGCTCGACT 60 
AGTCTGAGTG GAACCCTGGA CGACTTGCAG AGCGGCTGGC 120 



;ga:tactg gaagtcacag ccaaagaaat tctgtgatta ctgcaagtgc 



130 



■.7AGGCG TGT ATG ATA ATT CCG CTG TTA GAG ATT CTA ATA 2 33 
Met lie He Pro Leu Leu Glu lie Leu ti„ 
-40 -35 



:tt 



281 



9906548A2J_> 
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484 
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lie lie V^i Leu Asn Giu Val Leu Leu Phe Asp Val Asn Ser Val Tv 

-30 -25 -20 -is 

AAA GCA CTT TTA TGT ACA TTG CTC TTG CAT TTT CAA AAC ATC AGA AGA 32 9 

Lys Ala Leu Leu Cys Thr Leu Leu Leu His Phe Gin Asn He Arc 

-10 -5 i 

TTT CTG TCT TCT CAG TCC CCT ATG .AAA GCT GTG AGC CTT CTA THT TTT 377 

Phe Leu Ser Ser Gin Ser Pro Met Lys Ala Val Ser Leu Leu Xaa Ph* 

5 10 15 



CAT CAA CCT GAC TTT GAT TAT ATA 
His Gin Pro Asp Phe Asp Tyr He 

20 25 



401 



(2) INFORMATION FOR SEQ ID NO: 290: 

fi) SEQUENCE CHARACTERISTICS: 

(A) LENGTH; 385 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii; MOLECULE TYPE : CDNA 

(vi; ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Lymph ganglia 

(i>:) FEATURE: 

(A) NAME /KEY : other 

(3} LOCATION: 50.. 382 

(C: IDENTIFICATION METHOD : fasta 

OTHER INFORMATION: identity 97 

region 4 . .337 
id HUMGPCRB 
vrt 

ii:-:) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 292 . . 345 
(C) IDENTIFICATION METHOD: blastn 
ID) OTHER INFORMATION: identity 98 

region 1 . . 54 
id T29732 
est 

'i::- FEATURE: 

(A! NAME /KEY: other 

■IB' LOCATION: 34 5.. 332 

■ - ) IDENTIFICATION METHOD: blastn 

;j; OTHER INFORMATION : identity 94 

region 55 . .92 
id T29782 
est 



s ig_peptide 
3 0 . .235 



A} NAME /KEY : 
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(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7.4 

seq LVFIIGLVGNLLA/LV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 290: 

AACTTCAGTT TGGACAACTA CTCACAGCTA CTACACAGAG ACCCGAACGA GTCACTGATA 60 

TACACCTGGA CCACCACCA ATG GAT ATA CAA ATG GCA AAC AAT TTT ACT CCG 112 

Met Asp lie Gin Met Ala Asn Asn Phe Th- Pro 
-50 -45 



CCC TCT GCA ACT CCT CAG GGA AAT GAC TGT GAC CTC TAT GCA CAT CAC 
Pro Ser Ala Thr Pro Gin Giy Asn Asp Cys Asd Leu Tyr Ala His His 
" 40 -35 * -30 

AGC ACG GCC AGG ATA GTA ATG CCT CTG CAT TAG AGC CTC GTC TT C ATC 
Ser Thr Ala Arg He Val Met Pro Leu His Tyr Ser Leu Val Phe lie 
" 25 - 20 -15 " -io 

ATT GOG CTC GTG GGA AAC TTA CTA GCC TTG GTC GTC ATT GTT CAA AAC 
He Giy Leu Val Giy Asn Leu Leu Ala Leu Val Val He Val Gin £sn 
"5 l 5 

AGG AAA AAA ATC AAC TCT ACC ACC CTC TAT TCA ACA AAT TTG GTT A^t 
Arg Lys Lys He Asn Ser Thr Thr Leu Tyr Ser Thr Asn Leu Val II* 
10 15 20 



160 



208 



256 



304 



*CT G^T ATA CTT TTT ACC ACC GCT TTG CCT ACA CGA ATA GCT ACT ATG 352 
Ser Asp He Leu Phe Thr Thr Ala Leu Pro Thr Arg lie Ala Thr Met 
25 30 35 



CMA TGG GCY TTG ACT GGA GAA TCG GAG ATG TGG 
Xaa _r? Ala Leu Thr Giy Glu Ser Glu Met Tro 
- 4 5 50 



385 



(2) INFORMATION FOR SEQ ID MO: 291: 

-■; ; SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 461 base pairs 
■3; TYPE: NUCLEIC ACID 
\C) STRANDEDNESS : DOUBLE 
(D) TOPOLOGY: LINEAR 

MOLECULE TYPE: CDNA 

'vi ; ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 
■'=) TISSUE TYPE: Pancreas 

FEATURE : 
■:a:< NAME /KEY: other 
LOCATION: 55. .4 62 
IDENTIFICATION METHOD: rasta 
OTHER INFORMATION: identity 99 

region 1 . .403 
id HUMOR F0 6 
vr t 
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fix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 47 . .264 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 1 . .218 
id W77946 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 263,. 412 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 216. . 365 

id W77946 

est 

(ix) FEATURE: 

(A) NAME/ KEY : other 
{3) LOCATION: 412.. 462 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 100 

region 366 . .416 

id W77946 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 54 . .462 

(C) IDENTIFICATION METHOD: blastn 

{D} OTHER INFORMATION : identity 99 

region 1 . .409 
id C16991 
est 

;i:<) FEATURE: 

(A) NAME /KEY : other 
{3) LOCATION: 263.. 462 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 212. .411 

id N23784 

est 

FEATURE: 
(A) NAME /KEY : other 
(3) LOCATION : 102.. 264 
(C) IDENTIFICATION METHOD: blastn 
;D) OTHER INFORMATION: identity 97 

region 52 . .214 
id N23784 
est 

ix FEATURE : 

{A} NAME /KEY : other 
'3) LOCATION: 50.. 107 
;:} IDENTIFICATION METHOD: blastn 
' 3 ] OTHER INFORMATION : identity 100 

region 1 . .58 
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id N237S4 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 54 . .356 

(C) IDENTIFICATION METHOD: blastn 

{D) OTHER INFORMATION: identity 99 

region 1 . . 303 
id C17735 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 
<B) LOCATION: 357.. 4 62 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 303 . .403 

id C17735 

est 



(ix) FEATURE: 

(A) NAME /KEY : other 
( 3 ) LOCATION: 102, .264 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 4 7.. 209 
id AA057588 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 263. .406 

{CI IDENTIFICATION METHOD: blastn 

[0) OTHER INFORMATION : identity 98 

region 207 . .350 
id AA0575S3 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 406.. 462 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 100 

region 351 . . 407 
id AA057 588 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION : 55 . . 107 

;C) IDENTIFICATION METHOD: blastn 

O) OTHER INFORMATION: identity 100 

regi:;n I . . 53 
id AA057533 



MATURE: 

■■A) NAME/KEY: sig peptide 

'3; LOCATION: 357.', 443 

' C i I DENT I F I CAT ION METHOD ' 
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(D) OTHER INFORMATION: score 7 

seq SMIGIGSLPSCWA/CW 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 291: 

AGTTCGTTTA TTCCTCCGCG CGCTGGGACA GGCTGCTTCT TCGCCAGAAC CAACCGGTTG 60 

CTTGCTGTCC CAGCGGCGCC CCCTCATCAC CGTCGCCATG CCCGGAGGTC TGCTTCTCGG 120 

GGACGTGGCT CCCAACTTTG AGGCCAATAC CACCGTCGGC CGCATCCGTT TCCACGACTT 180 

d 

1 TCTGGGAKAC TCATGGGGCA TTCTCTTCTC CCACCCTCGG GACTTTACCC CAGTGTGCAC 24 0 

CACAGAGCTT GGCAGAGCTG CAAAGCTGGC ACCAGAATTT GCCAAGAGGA ATGTTAAGTT 300 

GWTTGCCCTT TCAATAGACA GTGTTGAGGA CCATCTTGCC TGGAGCAAGG ATATCA ATG 35 9 

Me t 

CTT AC A ATT GTG AAG AGC CCA CAG AAA AGT TAC CTT TTC CCA TCA TCG 4 07 
Leu Thr lie Val Lys Ser Pro Gin Lys Ser Tyr Leu Phe Pro Ser Ser 
-25 -20 -15 

ATG ATA GGA ATC GGG AGC TTG CCA TCC TGT TGG GCA TGC TGG ATC CAG 4 55 
Met ile Giy lie Gly Ser Leu Pro Ser Cvs Tro Ala Cys Trp Gin 
-1C -5 ' ' i 

M CAG AGA 4 61 

Gin Arg 

5 



(2) INFORMATION FOR SEQ ID MO: 292: 

(i, SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 69 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM : Homo Sapiens 
( F) TISSUE TYPE: Liver 

(ix) FEATURE: 

(A) NAME/:-;eY: siq^peptide 

(B) LOCATION : -35. . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 15 

seq LFLLLLLAASAWG/VT 

SEQUENCE DESCRIPTION: SEQ ID NO: 292: 



ier Ser Trp Ser Gin Arg Pro Lys Ser Pro Giy Gly lie Gin 

- >; "25 " -20 



"ai Ser Arc 1 - Leu Phe 



ne Leu Leu Leu Leu Leu Ala Ala Ser 
-10 -s 
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Ala Trp Gly Val Thr Leu Ser Pro Lys Asp Cvs Gin Val Phe Arg Ser 
1 5 . 10 

Asp His Gly Ser Ser lie Ser Cys Gin Pro Pro Ala Glu lie »ro Gly 
15 20 25 



Tyr Leu Pro Ala Thr 

m 30 



(2) INFORMATION FOR SEQ ID NO: 293: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 96 amino acids 
(B> TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

{vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -21.". -I 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 13.2 

seq LLLXAVLLSLASA/SS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 293: 



Met Arg Val Arc lie Gly Leu Thr Leu Leu Leu Xaa Ala Val Leu Leu 

-20 -15 -io 

Ser Leu Ala Ser Ala Ser Ser Asp Glu Glu Gly Ser Gin Asd G^u Ser 

"5 i S io 

Leu Asp Ser Lys Thr Thr Leu Thr Ser Asp Glu Ser Val Lys Asp His 

15 20 25 

Thr Thr Ala Gly Arg VU Val Ala Gly Gin He Phe Leu Asd Ser Glu 

30 35 40 

Glu Ser Glu Leu Glu Xas Ser He Gin Glu Glu Glu Asp Ser Leu Lys 

':5 50 55 

Ser Gin Glu Gly Glu Ser Val Thr Glu Asp He Ser Phe Leu Glu Ser 

5 5 70 75 



'2. INFORMATION FOP. ZZQ 10 MO: 294: 

:i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 125 ammo acids 
m 'B) TYPE: AMINO AC I D 

(C; TOPOLOGY: LINEAR 
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(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Substant ia nigra 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
{ B) LOCATION: -21. . -1 

(C) IDENTIFICATION METHOD : Von Heijne matrix 

(D) OTHER INFORMATION: score 13.1 

seq CVLLLLLLLLTRS/SE 

(xi} SEQUENCE DESCRIPTION: SEQ ID NO: 294: 



Met Phe Ser His Leu Pro Phe Asp Cys Val Leu Leu Leu Leu L*u Leu 

-20 -15 -io 

Leu Leu Thr Arg Ser Ser Giu Val Glu Xaa Xaa Ala Glu Val Gly Gin 

" 5 1 5 ih 

Asr. Aia Tyr Leu Pro Cys Phe Tyr Thr Pro Ala Ala Pro Glv Asn Leu 

15 20 25 

Val Pro Val Cys Tr? Gly Lys Gly Ala Cys Pro Val Phe Glu Cys Gly 

30 35 40 

Asn Val Val Leu Arg Thr Asp Glu Arg Asp Val Asn Tyr Trp Thr Ser 

- 5 50 55 

Arg Tyr Trp Leu Asn Gly Asp Phe Arg Lys Gly Asp Val Ser Leu Thr 

cC 65 70 * 75 

II- Glu Asn Val Thr Leu Ala Asp Ser Glv lie Tyr Cys Cvs Arg Il<* 

30 85 * 90 

Zlr, He Pro Gly lie Met Asn Asp Glu Lys Phe Asn Leu 
95 100 



INFORMATION FOP. SEQ ID MO: 295: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 29 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

\ D } DEVELOPMENTAL STAGE: Fetal 

(Fj TISSUE TYPE: kidney 

:i:<) FEATURE: 

{A} NAME / KEY : sig_peptide 
( 3 j LOCATION : -21." -I 

::' t::e::t:f:?AT:cm METHOD: Von Heijne rns-ri:-: 
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(D) OTHER INFORMATION: score 11.6 

seq LLFLFLAVDEAWA/GM 

(xi) SEQUENCE DESCRIPTION: SEQ'lD NO: 295: 



Met Gly Pro Val Arg Leu Gly He Leu Leu Phe Leu Phe Leu Ala Vai 

-20 -15 -10 

Asp Glu Ala Trp Ala Gly Met Leu Lys Glu Glu Gly Arg 
"5 1 5 



(2) INFORMATION FOR SEQ ID NO: 296: • 

^ (i) SEQUENCE CHARACTERISTICS: 

^ (A) LENGTH: 78 amino acids 

: (3) TYPE: AMINO ACID 

yi (D) TOPOLOGY: LINEAR 

V (11) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Kidney 

jj§ (ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -17.".-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

( D ) OTHER INFORMATION: score 10.7 

seq SLLLAVALGLATA/VS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 296: 



-ys Ser Leu Ser Leu Leu Leu Ala Val Ala Leu Glv Leu Ala Th- 
-15 -10 -5 



Ser Ala 



.y Pro Ala Vai He Glu Cys Trp Phe Val Glu Asp 
5 10 15 



Ala Ser Gly Lys lAly Leu Ala Lys Arg Pro Gly Ala Leu Leu Leu Arg 
:-0 25 30 

^ Gin Gi 7 Gly Glu Pro Pro Pro Arg Pro Asp Leu Asp Pre Glu Leu 

3 5 4 0 45 

Tyr Leu Ser Val His Asp Pro Ala Gly Ala Leu Gin Ala Arg 
M 50 55 60 



INFORMATION 



SEQ ID NO: 297 : 



I E CHARACTERISTICS: 
..ENGTH: 105 amino acids 



ACID 



JLOG Y : 
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(11) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig^peptide 

(B) LOCATION: -16. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 9.6 

seq LLTLXLLGGPTWA/GK 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 297: 



Met Leu Leu Leu 
-15 

Giy Lys Met Tyr 
1 

Asp Tyr Asp His 
20 

Leu Vai Lys Ser 
35 

Leu Gly Ala Leu 
50 

Glu Tyr lie Thr 
65 

Met Val Met Tyr 



Leu Thr Leu Xaa 
-10 



Gly Pro Gly Gly 
5 



Glu He Thr Gly 



Val Gin Val Lys 
40 



Xaa Gly Asn Thr 
55 



Lys Val Phe Vai 

70 



Thr Ser Lys Asp 

35 



Leu Leu Gly Gly 
-5 

Gly Lys Tyr Phe 
10 

Leu Arg Val Ser 
25 

Leu Gly Asp Ser 



Gin Glu Val Xaa 
60 

Ala Phe Gin Ala 
75 

Arg 



Pro Thr Trp Ala 



Ser Thr Thr Glu 
15 

Val Giy Leu Leu 

30 

Trp Asp Val Lys 
45 

Xaa Gin Pro Gly 



Phe Leu Arg Gly 
80 



i FORMAT I ON FOR SEQ ID NO: 293: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 77 amino acids 
(8) TYPE: AMINO ACID 
(0} TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi} ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 



{ : 



;A < NAME/KEY : sig_peptide 
(3 ■ LOCATION: -4 6. . - 1 

(0, IDENTIFICATION METHOD: Von Heijr.e rcacrix 
(D) OTHER INFORMATION : score 9,4 

seq LIILIXIWIWCLG/SQ 

JEQOENCE DESCRIPTION: SEQ id NO: 2 93: 
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Met Lys He Gly He Lea Leu Ser Leu Leu Asn Ser Val lie Ser Gin 
-45 -40 . -35 

Thr Leu Met Ser Cys Asn Trp Lys Gin Gin Met Arg Arg Met Lys Thr 

"30 -25 -20 " -15 

He Leu He He Leu He Xaa He Trp He Trp Cys Leu Gly Ser Gin 
-10 -5 1 

Thr Phe Gly Thr Ser Thr Thr Lys Ser Val Gin Leu Lys lie Leu Arg 
5 10 15 

Gin Asn Leu Ser His Phe Leu Gin Pro Pro Gin Val He 
20 , 25 30 



(2) INFORMATION FOR SEQ ID NO: 299: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 94 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(?) TISSUE TYPE: Brain 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -30. . -1 

;C) IDENTIFICATION METHOD: Von Heijne matrix 
iD) OTHER INFORMATION: score 9.4 

seq LPFLLSLFPGALP/VQ 

Ui} SEQUENCE DESCRIPTION: SEQ ID NO: 299: 



Me- Lys Ala Ser Ser Gly Arg Cys Gly Leu Val Arg Tro Leu Gin Val 

-30 -25 -20 ' -15 

Leu Leu Pre ?he Leu Leu Ser Leu Phe Pro Gly Ala Leu Pro Val Gin 

-10 -5 1 

He Arg Tyr Ser He Pro Glu Glu Leu Ala Lys Asn Ser Vai Val Glv 

5 10 15 

Asr. Leu Ala Lys Asp Leu Gly Leu Ser Val Arg Asp Leu Pro Ala Arg 

20 25 30 

Lys Leu Arg v.-.: Ser Ala Glu Lys Glu Tyr Phe Thr Val Asn Pro Glu 

35 40 4 5 50 

Ser Gly Asp Leu Val Ser Asp Arg lie Asp Arg Asp Vai 

5 5 60 
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IN FORMAT I OM FOR SEQ ID NO: 300: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 54 amino acids 
(3} TYPE: AMINO ACID 
(0) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

{ A) NAME /KEY : sig_peptide 
(3) LOCATION: -33. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 9.1 

seq I I FLCHLLRGLHA/XT 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 300: 



lie Val Asp Cys Val Ser Ser His Leu Lys Lvs Thr Glv Asd Gly 
-30 -25 * -20 

Lys Thr ?he lie He Phe Leu Cys His Leu Leu Arg Gly Leu His 
-15 -10 -5 

Xaa Thr Asp Arg Glu Lys Asp Pro Leu Met Cys Glu Asn He Gin 
15 10 15 



His Gly Arg Leu Pro 
20 



INFORMATION FOR SEQ ID NO: 301: 

(i) SEQUENCE CHARACTERISTICS: 

LENGTH: 109 amino acids 
TYPE: AMINO ACID 
;Di TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORZJIHAL SOURCE: 

ORGANISM: Homo Sapiens 
' : ; TISSUE TYPE: Ovary 

(i:-:: FEATURE: 

NAME /KEY: sig_peptide 
."■ LOCATION: -104 . . -1 

IDENTIFICATION METHOD: Von Heijne mazrix 
: OTHER INFORMATION: score 9.1 

seq LTSLSWLLXASCS/KP 

(xi! SEr/ENCE DESCRIPTION: SEQ ID NO: 3Ci: 



WO 99/06548 ^ x PCMB98/01222 

-100 -95 -go 

Tyr Gly Ala Val Asn Lys Glu Arg Gin Xaa Glu Ser Val Leu Asn Arg 
-35 -80 -75 

Ala Cys Pro Pro Lys Ala Asn Ser Lys Glu Arg Arg Gly Arg Ala Val 
"70 -65 -60 

Leu Gly Ala Glu Leu Thr Gin Trp Ser Ser Pro Thr Thr Ala Gly Ser 
-55 -50 -45 

Cys Cys Ser Ser Cys Thr Leu Cys Ala Arg Ser Ser Ser Xaa Val He 
~40 -35 -30 -25 

Ala Pro Ser Pro Leu Val Pro Phe Thr Ser Gly Leu Thr Ser Leu Ser 
-20 -15 _ 10 

Trp Leu Leu Xaa Ala Ser Cys Ser Lys Pro Xaa Lys Gly 
" 5 1 5 



INFORMATION* FOR SEQ ID NO: 302: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 134 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(li) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(?) TISSUE TYPE : 3rain 

(!:•:'■■ FEATURE: 

(A) NAME /KEY : sigjpeptide 
\3) LOCATION: -7 3. . -1 

;C) IDENTIFICATION METHOD: Von Heijne matrix 
OTHER INFORMATION: score 3 

seq LAT KL LS L 3 G V FA / V H 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 302: 



Met Ala Ala S«r Glu Ala Ala Val Val Ser Ser Pro Ser Leu Lys Thr 

- /0 "65 -60 

Asp Thr Ser: Lto Val Leu Glu Thr Ala Glv Thr Val Ala Ala Al* 

-55 -50 -45 

Ala Thr Ser Ala Arg Ala Ala Ala Ala Val Val Ala Ala Ala 

-4C -35 -30 



:g Thr r Glu Ala Arg Val Ser Lys Ala Ala Leu Ala Thr Lvf 



■20 -15 - 1C 

31y Val Phe Ala Val His Lvs Pro Lys Gly ?r«- 
1 5 



,eu Leu Asr 



Lys Glu Lys Leu Leu Ala Glu 
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10 15 20 

Ala Gly Met Pro Ser Pro Glu Trp Thr Xaa Arg Lys Lys Gin Thr Xaa 
25 30 35 

Glu Asn Trp Ala Trp Arg Asp Ser Arg Gin Arg Xaa Arg Gly Val Leu 
40 45 50 55 

Val Val Gly lie Gly Ala 
60 



(2) INFORMATION FOR SEQ ID NO: 303: 

(!) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 44 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi; ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

{D} DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -17.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7.8 

seq VLWLISFFTFTDG/HG 

(xi; SEQUENCE DESCRIPTION: SEQ ID NO: 303: 



Met Lys Val Gly Val Leu Trp Leu lie Ser Phe Phe Thr Phe Thr Asp 

-15 -10 -5 

Gly His Gly Gly Phe Leu Giy Val Ser Trp Cys Tyr Vai Ser Tyr Leu 

1 5 10 15 

Phe Ser Tr.r Asn Ser Pro Leu Ser Phe Arg Arg Met 

20 25 



(2) INFOrXATIOM FOR SEQ ID NO: 304: 



3§ U; SEQUENCE CHARACTERISTICS: 

^ (A) LENGTH: 119 amino acids 

(3) TYPE: AMINO ACID 
(D; TOPOLOGY: LINEAR 

(ii MOLECULE TYPE: PROTEIN 

(vi ;r:gi>:al source: 

(A; ORGANISM: Homo Sapiens 
• TISSUE TYPE: Surrenals 



BNSDOCID: <WO 9906548A2J_> 



WO 99/06548 



497 



PCT/IB98/01222 



(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -19. . - 1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7.4 

seq WIFLAAILKGVQC/EV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 304: 



Met Glu Phe Gly Leu Ser Trp lie Phe Leu Ala Ala He Leu Lys Gly 

-15 -10 I5 

Val Gin Cys Glu Val Gin Leu Val Glu Ser Gly Glv Gly Leu Val Lys 

1 5 '10 



Pro Gly Gly Ser Leu Arg Leu Ser 
15 20 

Thr Asp Ala Trp Met Ser Trp Val 
30 35 

Glu Trp Val Ala Asn He Xaa Ser 
50 

Tyr Ala Ala Pro Val Lys Asp Arg 
65 



Cys Ala Ala Ser Gly Phe Asp Phe 
25 

Arg Gin Ala Pro Gly Lys Gly Leu 

40 45 

Thr Ala Ser Gly Glv Thr Arg Gly 
55 60 

Phe He He Ser Arg Aso Aso Ser 
70 75 



Arg Asn Thr Leu His Leu Gin Met Asn Gly Leu Lys Xaa Met Thr Gin 
80 85 90 

Ala He Tyr Tyr Cys Ala Thr 
95 100 



(2) INFORMATION FOR SEQ ID NO: 305: 

(i; SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 150 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

!F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
■3} LOCATION: -37.. -1 

[2} IDENTIFICATION METHOD: Von Heijne matrix 
[J) OTHER INFORMATION: score 7.4 

seq LWRLLLWAGTAFQ/VX 

■ SF.j'JEMCE DESCRIPTION: SEQ ID NO: 305: 



' d 'jiy ri 1 s 



his 
-30 



His Leu Ser Ala 



Arg 
-25 



Val Arg Gl 
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Arg Thr G L u Arg Arg lie Pro Arg Leu Trp Arg Leu Leu Leu Trp Ala 

-20 -15 . -10 

Gly Thr Aia Phe Gin Val Xaa Gin Gly Xaa Xaa Pro Glu Leu Xaa Ala 

-S 15 10 

Cys Lys Glu Ser Glu Tyr His Tyr Giu Tyr Thr Ala Cys Asd Ser Thr 

^ 15 20 25 

Gly Ser Arg Trp Arg Val Aia Val Pro His Thr Xaa Gly Leu Cys Thr 

'$ 30 3 5 4 0 

I 

Ser Leu Pro Asp Pro Val Lys Gly Thr Glu Cys Xaa Xaa Ser Cys Asn 

45 50 ' 55 



Aia Gly Giu Phe Leu Asp Met Lys Asp Gin Ser Cys Xaa Pro Cys Ala 
60 65 * 70 75 

Giu Gly Arc Tyr Ser Leu Gly Thr Gly He Arg Phe Asp Glu Trp Asp 
80 85 90 

Giu Leu Pre His Gly Phe Ala Ala Ser Gin Pro Thr Trp Ser Tro Met 
95 100 105 

Thr Val Leu Leu Ser His 
110 



(2) INFORMATION FOR SEQ ID NO: 306: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 105 amino acids 
■3} TYPE: AMINO ACID 
\Z) TOPOLOGY: LINEAR 

In! MOLECULE TYPE: PROTEIN 

(vi; ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(?) TISSUE TYPE: Umbilical cord 

FEATURE: 
(A) NAME /KEY : sig_peptide 
13) LOCATION: -25.. -1 

■C; IDENTIFICATION METHOD: Von Heijne matrix 
* 0 ) OTHER INFORMATION: score 7.1 

seq QACLLGLFALILS/GK 

SEQUENCE DESCRIPTION: SEQ ID NO: 306: 



Met Tnr Aia Asp Pro Arg Lys Gly Arg Met Gly Leu Gin Ala Cys Leu 
-25 -20 -15 -10 

Leu :-iy ?r.i Aia Leu lie Leu Ser Gly Lys Cys Ser Xaa Ser Pro 



^ Glu r-r- Dir. Arg Arg Tar Leu Pro Pro Gly Trp Val Ser Leu Giy 

::■ * 20 
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Arg Ala Asp Pro Glu Glu Glu Leu 
25 30 

Gin Asa vai Glu Arg Leu Ser Glu 
4 0 45 

Ser Ser Pro Gin Tyr Gly Lys Tyr 
60 

Leu Val Arg Pro Ser Pro Leu Thr 

75 



Ser Leu Thr Phe Ala Leu Arg Gin 
35 

Leu Val Gin Ala Val Ser Asp Pro 
50 * 55 

Leu Thr Leu Glu Asn Vai Ala Asp 
65 70 

Pro 
80 



(2) INFORMATION FOR SEQ ID NO: 307: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 87 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(n i MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE : 

{A) ORGANISM: Homo Sapiens 

(:) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -24 . .-1 

CO IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 6.9 

seq LCFLLLAVAMSFF/GS 

■>:i" SEQUENCE DESCRIPTION: SEQ ID NO: 307: 



Met Leu Val Asp Gly Pro Ser Glu Arg Pro Ala Leu Cvs Phe Leu Leu 
"20 -15 * -io 

Leu Veil Ala Met Ser Phe Phe Gly Ser Ala Leu Ser lie Aso Glu 

-5 1 5 

Thr A:: A 1 a His Leu Leu Leu Lys Xaa Lys Met Met Arg Leu Gly Gly 

10 15 20 

Arg Leu Vai Leu Asn Thr Lys Glu Glu Leu Ala Asn Glu Arg L^u M^ 
25 30 35 '40 

Thr Leu :-!aa lie Ala Glu Met Lys Glu Ala Met Arg Thr Leu lie Phe 
45 50 55 



'et His Phe Phe 

60 



VTION FOR SEQ ID NC : 303 : 
■:E;.-VENCE CHARACTERISTICS: 
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(A) LENGTH: 128 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
<F) TISSUE TYPE: Brain 

(i:<) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -17. ".-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 6.8 

seq LVLVLVVAVTVRA/AL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 308: 



Met Ala Aia Pro Leu Val Leu Val Leu Val Val Ala Val Thr Val Arg 

-15 -10 -5 

Ala Ala Leu Phe Arg Ser Ser Leu Ala Glu Phe lie Ser Glu Arg Val 

15 10 is 

Glu Val Val Ser Pro Leu Ser Ser Trp Lys Arg Val Val Glu Giv Leu 

20 25 30 

Ser Leu Leu Asp Leu Gly Val Ser Pro Tyr Ser Gly Ala Val Phe His 

35 40 45 

Glu Thr Pro Leu He He Tyr Leu Phe His Phe Leu He Asp Tyr Ala 

50 55 60 

Glu Leu Val Phe Met He Thr Asp Ala Leu Thr Aia He Ala L-u Tyr 
65 70 75 

Phe Ala lie Gin Asp Phe Asn Lys Val Val Phe Lys Lys Gin Lys Leu 

30 85 90 * 95 

Leu Leu Glu Leu Asp Gin Tyr Ala Pro Asp Val Ala Glu Leu lie Arg 

100 105 HO 



;2) INFORMATION FOR SEQ ID NO : 309: 

(!) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 132 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

■in) MOLECULE TYPE: PROTEIN 

;v:; ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F; TISSUE TYPE: Substantia nigra 



, A } NAM E/KEY : 3 i g_p e p t i d e 
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(B) LOCATION: -102. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.7 

seq LXMTLMLPFKILS/DS 

(xl) SEQUENCE DESCRIPTION: SEQ ID NO: 309: 



Met Thr Ala Ala lie Arg Arg Gin Arg Glu Leu Ser He Lea Pro Lys 
-100 -95 -90 

Val Thr Leu Glu Ala Met Asn Thr Thr Val Met Gin Gly Phe Asn Arg 
-85 -80 -75 

Ser Glu Arg Cys Pro Arg Asp Thr Arg He Val Gin Leu Val Ph^ 
-70 -65 -60 -55 

Ala Leu Tyr Thr Val Val Phe Leu Thr Gly He Leu Leu Asn Thr Leu 
-50 -45 -40 

Ala Leu Trp Val Phe Val His He Pro Ser Ser Ser Thr Phe He He 
-35 -30 -25 

Tyr Leu Lys Asn Thr Leu Val Ala Asp Leu Xaa Met Thr Leu Met Leu 
-20 -15 -io 

Pro Phe Lys He Leu Ser Asp Ser His Leu Ala Pro Trp Gin Leu Arg 
-5 1 5 10 

Ala Phe Val Cys Arg Phe Ser Ser Val lie Phe Tyr Glu Thr Met Tyr 
15 20 25 

Val Gly Glu Gly 
30 



INFORMATION FOR SEQ ID NO: 310: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 59 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Spleen 

iix! FEATURE: 

( A ) NAME /KEY : s ig_pept ide 
(3) LOCATION: -4 6. .-1 

(C; IDENTIFICATION METHOD : Von Heijne matrix 
iD; OTHER INFORMATION: score 6.3 

seq 5IGVLTLSHLISG/LR 

SEQUENCE DESCRIPTION: SEQ ID MO: 310: 
■ :/ Sor Val Leu Ala Ala Ser His Pro Leu Val Leu Ser Ser Asn 
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-~5 -40 -35 

Gly Thr Pro Gly He Ser Glu Lys Asp Asn Arg Asp Pro Ala Gly 
-25 -20 -is 

Ser lie Gly Val Leu Thr Leu Ser His Leu He Ser Gly Leu Arg 
-10 -5 " i 

Leu Tyr Thr Leu Leu His Phe Pro Leu Arg 
5 10 



INFORMATION FOR SEQ ID NO: 311: 

{1} SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 105 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(?) TISSUE TYPE: Thyroid 

( FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -5o/.-l 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.3 

seq LI ILGLVLFMVYG/NV 

SEQUENCE DESCRIPTION: SEQ ID NO: 311: 



Gly Leu Ala Met Glu His Gly Gly Ser Tvr Ala Arg Ala Gly Gly 

-45 -40 ' -35 

Ser Arg Gly Cys Trp Tyr Tyr Leu Arg Tvr Phe Phe Leu Phe Val 

-30 -25 ' -20 

Leu He Gin Phe Leu He He Leu Gly Leu Val Leu Phe Met Val 

-15 -10 -5 

Giy Asn Val His Val Ser Thr Glu Ser Asn Leu Gin Ala Thr Glu 

1 5 10 

Arg Ala Glu Gly Leu Tyr Xaa Gin Leu Leu Gly Leu Thr Ala Se^ 

20 25 30 

Ser Asn Leu Thr Lys Glu Leu Asn Phe Thr Thr Arg Ala Lys Asp 

3 5 cct a =; 
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[L* SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 66 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 
B (A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

|f (ix) FEATURE: 

j| (A) NAME /KEY : sig_peptide 

^ (B) LOCATION: -64 . . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

( D) OTHER INFORMATION: score 6.3 

seq SCLVSGWGLLANG/QR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 312: 

Met Vai GIu Ala Ser Leu Ser Val Arg His Pro Glu Tyr Asn Arg Pro 
-60 -55 -50 

Leu Leu Ala Asn Asp Leu Met Leu lie Lys Leu Asd Glu Ser Val Ser 
-45 -40 * -35 

H Glu Ser Asp Thr He Arg Ser He Ser He Ala Ser Gin Cvs Pro Thr 

"30 -25 -20 

Ala Gly Asn Ser Cys Leu Val Ser Gly Trp Gly Leu Leu Ala Asn Gly 
-15 -10 -5 



■2} INFORMATION FOR SEQ ID NO: 313: 

!i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 142 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

MOLECULE TYPE: PROTEIN 

[vi! ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(?) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -47 . . -1 

>Z) IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 6.3 

seq VICCVLFLLFILG/YI 

:■::] SEQUENCE DESCRIPTION: SEQ ID NO: 313: 
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Met Gly Gly Lys Gin Arg Asp Glu Asp Aso Glu Ala Tyr Glv Lys Pro 
-45 -40 -35 

Val Lys Tyr Asp Pro Ser Phe Arg Gly Pro lie Lys Asn Arq Ser Cys 
-30 -25 -20 

Thr Asp Val He Cys Cys Val Leu Phe Leu Leu Phe lie Leu GW Tvr 
"15 -10 - 5 \ 

He Val Val Gly He Val Ala Trp Leu Tyr Glv Asp Pro Arg Gin Val 
5 10 15 

Leu Tyr Pro Arg Asn Ser Thr Gly Ala Tyr Cys Gly Met Gly Glu Asn 
20 25 30 

Lys Asp Lys Pro Tyr Leu Leu Tyr Phe Asn He Phe Ser Cys He Leu 
35 40 45 

Ser Ser Asn He He Ser Val Ala Glu Asn Gly Leu Gin Cys Pro Thr 
50 55 60 65 

Pro Gin Val Cys Val Ser Ser Cys Pro Glu Asp Pro Tro Thr Xaa Xaa 
7 ° 75 ' 80 

Lys Thr Ser Ser His Arg Leu Leu Gly Lys Ser Ser He Gin 
85 90 * 95 



(2) INFORMATION FOR SEQ ID NO: 314: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 120 amino acids 

( B ) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -18. .-1 

CO IDENTIFICATION METHOD: Von Heijne matrix 
CD) OTHER INFORMATION: score 6.3 

seq VLLFLAWVCFLFY/AG 

Cxi} SEQUENCE DESCRIPTION: SEQ ID NO: 314: 

Gin Lys Ala Ser Val Leu Leu Phe Leu Ala Trp Val Cys Phe Leu 
-15 -10 -5 

'■:v.v Tyr Ala Gly He Ala Leu Phe Thr Ser Gly Phe L-f ' e 11 T *r Arq 
1 5 io 

-■ju Glu Leu Thr Asn His Ser Ser Cys Gin Glu Pro Pro Glv Pro Gly 

20 25 ' 30 
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:H-r Leu Pro Trp Gly Ser Gin Gly Lys Pro Gly Ala Cys Trp Met Ala 
35 40 45 

Ser Arg Phe Ser Arg Val Val Leu Val Leu lie Asp Ala Leu Arg Phe 
50 55 60 

Asp Phe Ala Gin Pro Gin His Ser His Val Pro Arg Glu Pro Pro Val 
65 70 75 

Ser Leu Pro Phe Leu Gly Lys Leu Ser Ser Leu Gin Arg lie Leu Glu 
80 85 90 

He Gin Pro His His Ala Arg Leu 
95 100 



(2) INFORMATION FOR SEQ ID NO: 315: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 90 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM : Homo Sapiens 
(F) TISSUE TYPE: Lung 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -81.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.7 

seq CWMMLLGSXGSFL/AP 

<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 315: 



Met Ser Pro Val Leu His Phe Tyr Val Arg Pro Ser Giv His G^u Gly 
-30 -75 -70 

Aii Ala Ser Gly His Thr Arg Arg Lys Leu Gin Gly Lys Leu Pro Glu 
-65 -60 -55 -50 

Leu Gin Gly Val Glu Thr Glu Leu Cys Tyr Asn Val Asn Trp Thr Ala 
-45 -40 ' _ 35 

jlu Ala Leu Pro Ser Ala Glu Glu Thr Lys Lys Leu Trp Leu Ph*» 

1 -30 -25 -20 

Oiy Cys Pro Tyr Cys Trp Met Met Leu Leu Gly Ser Xaa Giv Ser Ph- 
-15 -10 -5 

; Ala Pro Me- Thr Cys Xaa Trp Arg Ser 
1 5 



:::?ormatio:-i for seq id ko: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 78 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(li) MOLECULE TYPE: PROTEIN 

$3 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
( F) TISSUE TYPE: Brain 

§| (ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -36.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.6 

seq ILRLLGSLSNAYS/ PR 

(xl) SEQUENCE DESCRIPTION: SEQ ID NO: 316: 

Met Asp Val Thr Pro Arg Glu Ser Leu Ser lie Leu Val Vai Ala Gly 
-35 -30 -25 

Ser Gly Gly His Thr Thr Glu He Leu Arg Leu Leu Gly Ser Leu Se*- 
-20 -15 -10 - 5 

Asn Ala Tyr Ser Pro Arg His Tyr Val He Ala Asp Thr Asd Glu Met 
1 5 ib 

Ser Ala Asn Lys He Asn Ser Phe Glu Leu Asp Arg Ala Aso Arg Asp 
15 20 25 

Pro Ser Asn Met Tyr Thr Lys Tyr Tyr lie His Arg Asn Gly 
30 35 40 



;2> INFORMATION' FOR SEQ ID NO: 317: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 58 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

^ (ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
t| (D) DEVELOPMENTAL STAGE : Fetal 

[:) TISSUE TYPE: kidney 

:ix) FEATURE: 

[A) NAME/ KEY : sig_peptide 
'3} LOCATION: -21 /. - 1 

IZ) IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 5.6 

seq LLRVLN L ? H N S I G / C V 

:xi) SEQUENCE DESCRIPTION: SEQ ID MO: 317: 
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Met Met Gly Val Ala Lys Leu Thr Leu Leu Arg Val Leu Asn Leu Pro 
-20 -15 -10 

His Asn Ser lie Gly Cys Val Glu Gly Leu Lys Glu Leu Val His Leu 
"5 1 5 10 

? gj Glu Trp Leu Asn Leu Ala Gly Asn Asn Leu Lys Ala Met Glu Gin Xaa 

" 15 20 25 

Asn Ser Cys Thr Ala Leu Gin His Leu Asp 
I 30 35 



(2) INFORMATION FOR SEQ ID NO: 318: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 65 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 



(vi) ORIGINAL SOURCE: 
. . (A) ORGANISM: Homo Sapiens 

|jj ( F) TISSUE TYPE: Brain 



(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -36.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.6 

seq ILRLLGSL3NAYS/ PR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 313: 



Met Asp Val Thr Pro Arg Glu Ser Leu Ser He Leu Val Val Ala Gly 

-35 -30 -25 

Ser Gly Gly His Thr Thr Glu He Leu Arg Leu Leu Giy Ser Leu Ser 

-20 -15 -10 * -5 

Asn Ala Tyr Ser Pro Arg His Tyr Val He Ala Asp Thr Asp Glu Met 

1 5 10 

Ser Ala Asn Lys He Asn Ser Phe Glu Leu Asp Arg Ala Asp Arg Asp 

15 20 25 



'.' INFORMATION FOR SEQ ID MO: 319: 

;i". 3EJJENCE CHARACTERISTICS: 

;A) LENGTH: 31 ammo acids 
(3) TYPE: AMINO ACID 
O; TOPOLOGY: LINEAR 
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(iij MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
( F) TISSUE TYPE: Colon 

(ix) FEATURE: 
^ (A) NAME /KEY : sig_peptide 

V (3) LOCATION: -13. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
.j| (D) OTHER INFORMATION: score 5.5 

|| seq MVLLTMIARVADG/LP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 319: 

Met Val Leu Leu Thr Met He Ala Arg Val Ala Asp Glv Leu Pro Leu 
-10 -5 1 

Ala Ala Ser Met Gin Glu Glu Val Arg Thr Ala Pro Arg Ala Leu 
5 10 15 



(2) INFORMATION FOR SEQ ID NO: 320: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 89 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -47. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.3 

seq GCGM FT FLS 3 VXA / AV 

(xi; SEQUENCE DESCRIPTION: SEQ ID NO: 320: 



Met Val Pro Val Glu Asn Thr Glu Glv Pro Ser Leu Leu Asn GI^ Lys 

-45 -40 -35 

Giy Thr Ala Val Glu Thr Glu Gly Xaa Gly Ser Arg His Pro Pro Trp 

-30 -25 ' -20 

kia Arg Gly Cys Gly Met Phe Thr Phe Leu Ser Ser Val Xaa Ala Ala 

-15 -10 -5 i 

*."-"; 1 Ser Gly Leu Leu Val Gly Tyr Glu Leu Gly He He Ser Glv Ala 

5 * 10 15 

leu Leu Gin He Lys Thr Leu Leu Ala Xaa Ser Cys His Glu Gin Glu 
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509 

20 25 30 

Met Val Val Ser Ser Leu Val lie Gly 
35 40 



(2) INFORMATION FOR SEQ ID NO: 321: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 47 amino acids 
£j (B) TYPE: AMINO ACID 

•3 (D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

.v. (vi) ORIGINAL SOURCE: 

y1 (A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig^peptide 

(B) LOCATION: -2 4..-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.2 

seq LLFPVGRSWSCFA/QT 

H (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 321: 



Met Glu Thr Phe Leu Glu Pro Asn Asn Lys Lys Leu Leu Phe Pro Val 
-20 -15 -10 

Gly Arg Ser Trp Ser Cys Phe Ala Gin Thr Xaa Ser Leu Ala Lvs Tyr 

"5 1 5 

lie Pro Tyr Ser Leu Trp Lys Tyr Ser Val Leu Ser Gly His Ser 

10 15 20 



(2) INFORMATION FOR SEQ ID MO: 322: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 110 amino acids 
(3) TYPE: AMINO ACID 
j$ CD) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

;j| (vi) ORIGINAL SOURCE: 

^ (A) ORGANISM: Homo Sapiens 

{ F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

■A) NAME /KEY : sigjpeptide 
(3) LOCATION: -15 -1 

(C) IDENTIFICATION METHOD : Von Hei]ne matrix 
(D; OTHER INFORMATION: score 5.1 
^ seq FLWGLALPLFFFC/WE 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 322: 

Met Gly Phe Leu Trp Gly Leu Ala Leu Pro Leu Phe Phe Phe Cys Tro 
-15 -10 -5 i 

Glu Val Gly Val Ser Gly Ser Ser Ala Gly Pro Ser Thr Arg Arg Ala 
5 10 15 

•*-sp Thr Ala Met Thr Thr Asp Asp Thr Glu Val Pro Ala Met Thr Leu 

20 25 30 

I 

Ala Pro Gly His Ala Ala Leu Glu Thr Gin Thr Leu Ser Ala Glu Th>- 
$ 35 40 45 



9. 



Ser Ser Arg Ala Ser Thr Pro Ala Gly Pro Val Pro Glu Ala Glu Thr 
50 55 60 65 

Arg Gly Ala Lys Arg lie Ser Pro Ala Arg Glu Thr Arg Ser Phe Thr 
7 0 75 80 

Lys Thr Xaa Pro Asn Phe Met Val Leu Xaa Xaa Xaa Val Thr 
35 90 95 



(2) INFORMATION FOR SEQ ID NO: 323: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 78 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
CF) TISSUE TYPE: Spleen 

iix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION : -21.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.9 

seq WLLSDILGQGATA/NV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 323: 



Met Gin Ser Thr Ser Asn His Leu Trp Leu Leu Ser Asp He Leu Glv 

-20 -15 -10 

'Jin Gly Ala Thr Ala Asn val Phe Arg Gly Arg His Lys Lys Thr Glv 
-5 1 5 * c> 



: 'he Ala He Lys Val Phe Asn Asn He Ser Phe Leu Arg Pr- 

15 20 25 

■ai Gin Met Arg Glu Phe Glu Val Leu Lys Lys Leu Asn His 

30 35 40 
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Lys Asn lie Val Lys Leu Phe Ala lie Glu Glu Glu Thr Glv 
45 50 55 



(2) INFORMATION FOR SEQ ID NO: 324: 

{i} SEQUENCE CHARACTERISTICS: 

{A) LENGTH: 39 amino acids 
(3) TYPE: AMINO ACID 
( D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Lymphocytes 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -16 . . - 1 

{C; IDENTIFICATION METHOD: Vor. Heijne matrix 
{D} OTHER INFORMATION : score 4.9 

seq ICAGSVLPPYSNC/QM 

(xij SEQUENCE DESCRIPTION: SEQ ID NO: 324: 



Met Val Glu lie Cys Ala Gly Ser Val Leu Pro Pro Tyr Ser Asn Cys 
-15 -10 -5 

Gin Met Pro Glu Pro Ser He Phe Thr Leu He His Phe His Thr Tyr 
15 10 15 

:ys L 



(2) INFORMATION FOR SEQ ID NO: 325: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 73 amino acids 
(3) TYPE: AMINO ACID 
(j) TOPOLOGY: LINEAR 

{ii! MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
[?) TISSUE TYPE : Brain 

(::■:] FEATURE: 

(A) NAME /KEY : sig_peptide 
LOCATION : -4 3. .-1 

IDENTIFICATION METHOD : Vor: Heijne matrix 
OTHER INFORMATION: score 4.7 

seq LLAFGTSCSWXY/X? 

SEQUENCE DESCRI ?T lOtl : SEQ ID NO: 325: 
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Met Val Ala Pro Val Leu Glu Thr Ser His Val Phe Cvs Cys Pro Asn 
-40 -35 . " -30 

Arg Val Arg Gly Val Leu Asn Trp Xaa Ser Gly Pro Arg Gly Leu Leu 
-25 -20 -15 

Ala Phe Gly Thr Ser Cys Ser Val Val Xaa Tyr Xaa Pro Leu Xaa Arg 
-10 -5 1 5 

Val Val Val Thr Xaa Leu Xaa Gly His Thr Ala Arg Val Asn Cys He 
10 15 20 

Gin Tro He Xaa Lys Gin Xaa Gly Met 
25 30 



(2) IN FORMAT ION FOR SEQ ID NO: 326: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 117 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Lymph ganglia 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -70. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.7 

seq QLLLATLQEAATT/QE 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 326: 



Met Asp Ser Leu Arg Lys Met Leu He Ser Val Ala Met Leu y Ala 
-70 -65 -60 -55 

Xaa Ala Gly Val Gly Tyr Ala Leu Leu Val He Val Thr Pro Gly Glu 
-50 -45 -40 

Arg Arg Lys Gin Glu Met Leu Lys Glu Met Pro Leu Gin Asp Pro Arg 
-35 -30 -25 

Ser Arg Glu Glu Ala Ala Arg Thr Gin Gin Leu Leu Leu Ala T r.- Leu 
-20 -15 -10 

Gin Glu Ala Ala Thr Thr Gin Glu Asn Val Ala Tro Arg Lys Asn Trp 
" 5 1 5 10 

Met Val Gly Gly Glu Gly Gly Ala Thr Gly Xaa His Arg Glu Thr Gly 
15 20 25 

Leu Ala Ser Val Gly Ala Gly Pro Trp Leu Giv Arg Arg Asn Pro Arg 
30 35 40 
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Gin Leu Ser Pro Ser 
45 



(2) INFORMATION FOR SEQ ID NO: 327: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 91 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -26. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.6 

seq LLPFGMLCASSTT/KC 

SEQ ID NO: 327 : 



Tyr Phe Trp Gly Gly Leu Leu Pro 
-15 

Thr Thr Lys Cys Thr Val Ser His 
1 5 

Lys Leu Thr Gin Val Pro Asd Asd 
15 20 

Asn Leu Thr His Asn Gin Leu Arg 
35 

Arg Tyr Ser Gin Leu Thr Ser Leu 
50 

Lys Leu Glu 
65 



(xi) SEQUENCE DESCRIPTION: 



Met Arg Gin Thr Leu Pro Cys He 
-25 -20 

Phe Gly Met Leu Cys Ala Ser Ser 
-10 -5 

Glu Val Ala Asp Cys Ser His Leu 
10 

Leu Pro Thr Asn He Thr Val Leu 
25 30 

Arg Leu Pro Aia Ala Asn Phe Thr 
40 45 

Asp Val Gly Phe Asn Thr He Ser 



(2) INFORMATION FOR SEQ ID NO: 328: 

;i; SEQUENCE CHARACTERISTICS: 

! A) LENGTH: 134 amino acids 
(B) TYPE: AMINO ACID 
\ 0) TOPOLOGY: LINEAR 

;::! MOLECULE TYPE: PROTEIN 

■;vii ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 
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(ix) FEATURE: 

(A) NAME/ KEY : sig_peptide 
(3) LOCATION: -110.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.6 

seq HTXGLLGFGRXQG/S I 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 328; 

Met Aia Asp Asp Leu Glu Gin Gin Ser Gin Gly Trp Leu Se- 3e^ Trp 

-105 -100 " -95 

Leu Pro Thr Trp Arg Pro Thr Ser Met Ser Gin Leu Lys Asn Val Glu 
" 9 ° -35 -so 

Ala Arg lie Leu Gin Cys Leu Gin Asn Lys Phe Leu Ala P^g Tyr Val 
" 75 -70 - 65 

Ser Leu Pro Asn Gin Asn Lys He Trp Thr Val Thr Val o r0 Giu 

-60 -55 -50 

Gin Asn Asp Arg Thr Pro Leu Val Met Val His Gly Phe Glv GW Gly 
-45 -40 -35 



Val Gly Leu Trp He Leu Asn Met Asd Ser Leu Xaa Ala A- 
-30 -25 * -20 



g Arg Thr 
-20 -15 

Leu His Thr Xaa Gly Leu Leu Gly Phe Gly Arg Xaa Gin Gly Ser lie 
-10 -5 1 

Pro Lys Gly Pro Glu Gly Leu Xaa Asp Glu Phe Val Xaa Se- II* Xaa 
5 10 15 

Thr Trp Arg Glu Thr Tro 

20 



(2: INFORMATION FOR SEQ ID NO: 329: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 66 amino acids 

(B) TYPE: AMINO ACID 
{ D ) TOPOLOGY: LINEAR 

MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Large intestine 

::x; FEATURE: 

(A) NAME /KEY: sig_peptide 
(3) LOCATION: -24.. -1 

:C) IDENTIFICATION METHOD: Von Heijne matrix 
:D) OTHER INFORMATION: score 4.5 

seq PLSMILLSDKIQS/S?: 

■>:-:i: SEQUENCE DESCRIPTION: SEQ ID NO : 32 9: 
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Met Lys Val Thr Gly He Thr He Leu Phe Trp Pro Leu Ser Met He 
-20 -15 -io 

Leu Leu Ser Asp Lys He Gla Ser Ser Lys Arg Glu Val Gin Cys Asn 
-5 1 5 

Phe Thr Giu Lys Asn Tyr Thr Leu He Pro Ala Asp He Lys Lys Asp 
10 15 20 

Val Thr He Leu Asp Leu Ser Tyr Asn Gin Xaa Thr Leu Asn Gly Thr 
25 30 35 40 

Asd Thr 



(2) INFORMATION FOR SEQ ID NO: 330: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 107 amino acids 
( 3 ) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Brain 

(xx) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -96.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.4 

seq HLSWSSSAYQAWA/QE 

(>:i) SEQUENCE DESCRIPTION: SEQ ID NC : 330: 



i'lez Ala Ala Gly Arg 
-95 

Giu Asp Ala Gin Val 
-80 

Giu Pro Asn Val Gin 
-60 

Val Trp Leu Ser Gin 
-45 

Tyr Ser ?ne Val Ser 
-30 

Cys Cys Ser His Leu 
-15 

3in Glu Ala Gly Pro 



Ala Gin Val Pro Ser 
-90 

Phe He Gin Lys Thr 
-75 . 

Leu Thr Pro Leu Val 
-55 

Gly Arg Asn Gin Gly 
-40 

Val Gin Asp Leu Lys 
-25 

Ser Trp Ser Ser Ser 
-10 

Asn Gly Asn Pro Pro 

10 



Ser Giu Gin Ala Trp Leu 
-85 

Leu Cys Pro Ala Val Lys 

->0 -65 

He Asp Cys Val Lys Thr 
-50 

Ser Thr Leu Pro Leu Ser 
-35 

Thr His Gin Arg Leu Pro 
-20 

Ala Tyr Gin Ala Tro Ala 
-5 

Gly 
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(2) INFORMATION FOR SEQ ID NO: 331: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 42 amino acids 

(B) TYPE : AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

{vi} ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
{ B ) LOCATION: -14.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 4 

seq STCCWCTPGGAST/ID 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 331: 



Met Ser Thr Cys Cys Trp Cys Thr Pro Gly Gly Ala Ser Thr lie Asp 
-10 -5 i 

Phe Leu Lys Arg Tyr Ala Ser Asn Thr Pro Ser Gly Glu Phe G^n Thr 
5 10 15 

Ala Asp Glu Asp Leu Cys Tyr Cys Leu Gly 
20 25 



(2) INFORMATION FOR SEQ ID NO: 332: 

(i) SEQUENCE CHARACTERISTICS: 

(A} LENGTH: 53 amino acids 
(3) TYPE: AMINO ACID 
(DJ TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -36.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 3.9 

seq WEILPYLPCLTA/RD 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 332: 
Met Pro Phe Ala Glu Asp Lys Thr Tyr Lys Tyr lie Cys Arg Asn Phe 
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-35 -30 -25 

Ser Asn Phe Cys Xaa Val Asp Val Val Glu He Leu Pro Tvr Leu Pro 
"20 -15 - 10 - _ 5 

Cys Leu Thr Ala Arg Asp Gin Asp Arg Leu Arg Ala Thr Cys Thr Leu 



1 b 10 



Ser Gly Asn Arg Ala 
15 



(2) INFORMATION FOR SEQ ID NO: 333: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 117 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(?) TISSUE TYPE: Lymph ganglia 

v . (ix) FEATURE: 

fj (A) NAME /KEY : sig_peptide 

(B) LOCATION: -107.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.9 

seq I VLVLLLGRYTEE/EQ 

(xi) SEQUENCE DESCRIPTION: SEQ ID MO: 333: 



Men Ala Glu Ser Glu Asp Arg Ser Leu Arg He Val Leu Val Gly Lys 
-105 -100 -95 

Thr Gly Ser Gly Lys Ser Ala Thr Ala Asn Thr He Leu G-v G^u Glu 
-90 -85 -80 

He Phe Asp Ser Arg lie Ala Ala Gin Ala Val Thr Lys Asn Cvs Gin 

" 75 ""70 -65 * -60 

Lys Ala Ser Arg Glu Trp Gin Gly Arg Asp Leu Leu Val Val Asd Thr 

-55 -50 -45 

Pro Gly Leu Phe Asp Thr Lys Glu Ser Leu Xaa Thr Thr Cvs Lvs Glu 
-40 -35 -30 

He Xaa Arg Cys lie He Ser Ser Cys Pro Gly Pro His Ala I 1 ^ Val 
-25 -20 -is 

Leu Val Leu Leu Leu Gly Arg Tyr Thr Glu Glu Glu Gin Lvs ^-r Va^ 

-10 -5 ; - " 5 

Ala Leu lie Xaa Leu 

10 
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(2) INFORMATION FOR SEQ ID NO: 334: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 99 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

$i (ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 
H (A) ORGANISM: Homo Sapiens 

|j (F) TISSUE TYPE: Lung 

(ix) FEATURE: 

(A) NAME/KEY: sig^peptide 

<B) LOCATION: -4 9..-1 
M (C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.8 
. wJ seq LLXCVGNFFGSTQ/DA 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 334: 

Met Ala Gin Lys Pro Leu Arg Leu Leu Ala Cys Gly Asp Vai Glu Gly 
-45 -40 * -35 

SI Lys Phe Asp lie Leu Phe Asn Arg Val Gin Ala lie Gin Lys Xaa Ser 

f -30 -25 -20 

Gly Asn Phe Asp Leu Leu Xaa Cys Val Gly Asn Phe Phe Gly Ser Thr 
-15 -10 -5 

Gin Asp Ala Glu Trp Glu Glu Tyr Lys Thr Gly He Lys Lys Ala Pro 
1 5 10 * 15 

lie Gin Thr Tyr Vai Leu Gly Ala Asn Asn Gin Glu Thr Val Lys Tyr 
20 25 30 

Phe Gin Asp Ala Asp Gly Cys Glu Leu Ala Glu Asn He Thr Tyr Leu 
35 40 45 

Gly Arg Gly 
50 



'* (2) INFORMATION FOR SEQ ID NO: 335: 

(i) SEQUENCE CHARACTERISTICS: 

^ (A) LENGTH: 109 amino acids 

% (B) TYPE: AMINO ACID 

( D ) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

( A ) ORGANISM : Homo Sapiens 

(F; TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 
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(A) NAME /KEY : sig_peptide 
(3) LOCATION: -52.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.8 

seq RPVLLHLHQTAHA/DE 

(xi) SEQUENCE DESCRIPTION ; SEQ ID NO: 335: 



Met Glu Ser Arg Lys Asp lie Thr Asn Gin Glu Glu Leu Trp Lys Met 
-50 -45 -40 

Lys Pro Arg Arg Asn Leu Glu Glu Asp Aso Tyr Leu His Lys Asp Thr 
-35 -30 -25 

Gly Glu Thr Ser Met Leu Lys Arg Pro Val Leu Leu His Leu His Gin 
-20 -15 -10 -5 

Thr Ala His Ala Asp Glu Phe Asp Cys Pro Ser Glu Leu Gin His Thr 
1 5 10 

Gin Gin Leu Phe Pro Gin Trp His Leu Pro He Lys He Ala Ala He 
15 20 25 

He Ala Xaa Leu Thr Phe Leu Tyr Thr Leu Leu Arg Glu Val Xaa His 
30 35 40 

Pro Leu Ala Thr Ser His Gin Gin Tyr Phe Tyr Lys He 
45 50 55 



{2} INFORMATION FOR SEQ ID NO: 336: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 66 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(7) TISSUE TYPE: Testis 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -52.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
{D> OTHER INFORMATION: score 3.8 

seq RPVLLHLHQTAHA/DE 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 336: 



Me" Glu Ser Arg Lys Asp He Thr Asn Gin Glu Glu Xaa Trp Lys Met 

-50 -45 -40 

Lys Pre Arg Arg Asn Leu Glu Glu Aso Aso Tyr Leu His Lys Aso Th- 

-35 -30 -25 
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Gly Glu Thr Ser Met Leu Lys Arg Pro Val Leu Leu His Leu His Gin 
-20 "15 -10 - 5 

Thr Ala His Ala Asp Glu Phe Asp Cys Pro Ser Glu Leu Gin His Thr 
1 5 10 

Gin Gly 



(2) INFORMATION FOR SEQ ID NO: 337: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 89 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Colon 

<ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -36.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.7 

seq STLASVPPAATFG/AD 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 337: 



Met Ala Ala Thr Cys Glu He Ser Asn lie Phe Ser Asn Tyr Phe Ser 

-35 -30 -25 

Ala Met Tyr Ser Ser Glu Asp Ser Thr Leu Ala Ser Val Pro Pro Ala 

-20 -15 -io - 5 

Ala Thr Phe Gly Ala Asp Asp Leu Val Leu Thr Leu Ser Asn Pro Gin 

1 5 io 

Met Ser Leu Glu Gly Thr Glu Lys Ala Ser Trp Leu Gly Glu Gin Pro 

15 20 25 

Gin Xaa Trp Ser Lys Thr Gin Val Leu Asp Trp lie Ser Tyr Gin Val 



30 35 

Glu Lys Asn Lys Tyr Asp Ala Thr Gly 
4 5 50 



(2; INFORMATION FOR SEQ ID NO: 333: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 123 amino acids 
(3; TYPE: AMINO ACID 
{ D} TOPOLOGY : LINEAR 

(ii) MOLECULE TYPE: PROTEIN 



40 
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(vi) ORIGINAL SOURCE : 

(A; ORGANISM: Homo Sapiens 
(?) TISSUE TYPE : Muscle 

(i:<) FEATURE: 

(A) NAME /KEY : sig_oeotide 
^ (3) LOCATION: -58.* -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.5 

gj seq LVSFAVSSEGTEQ/GE 

fjj (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 333: 

Mec Arg Asp Cys Pro Gly Val Glu Xaa He Leu Asd Cys Ser Xaa Arg 
-55 -50 * -45 

Gin Lys Thr Glu Gly Cys Arg Leu Gin Ala Gly Lys Glu Cvs Val Asp 
-40 -35 -30 ' 

Ser Pro Val Glu Gly Gly Gin Ser Glu Ala Pro Pro Ser Leu Val S<=- 
"25 -20 -15 

Phe Ala Val Ser Ser Glu Gly Thr Glu Gin Gly Glu Asp Pro Arg Ser 
-10 -5 1 5 

1 

f! Glu Lys Asp His Ser Arg Pro His Lys His Arg Ala Arg His Ala Arg 

■•■ 10 15 20 

Leu Arg Arg Ser Glu Ser Leu Ser Xaa Lys Gin Val Lys Glu Ala Lvs 

25 30 35 

Ser Xaa Cys Lys Ser He Ala Leu Leu Leu Thr Aso Ala P-o Xaa P-o 
40 45 50 

As- Ser Lys Gly Val Leu Met Phe Lys Lys Arg 
55 60 ' 65 



{2} INFORMATION FOR SEQ ID NO: 33 9: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 58 amino acids 
(3) TYPE: AMINO ACID 
^ { O) TOPOLOGY: LINEAR 



1 



(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

'A} ORGANISM: Homo Sapiens 

i?) TISSUE TYPE: Cancerous prostate 

(i:<) FEATURE: 

(A) NAME/KEY: sig_pepcide 
(3) LOCATION: -37. ".-1 

<Z) IDENTIFICATION METHOD : Von Heiip.e matrix 
(D; OTHER INFORMATION: score 3.5 

seq lvfnfll:lt:lt/iw 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 339: 

Met Glu Arg Gin Ser Arg Val Met Ser Glu Lys Asd Glu Tyr Gin Phe 
"35 -30 * -25 

Gin His Gin Gly Ala Val Glu Leu Leu Val Phe Asr. Phe Leu Leu Ue 

-20 -15 _ 10 

Leu Thr lie Leu Thr lie Trp Leu Phe Lys Asn His Arg Phe Arg Phe 

Leu His Glu Thr Gly Gly Ala Met Val Tyr 
15 20 



{2} INFORMATION FOR SEQ ID MO: 340: 

< (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 50 amino acids 
(3) TYPE: AMINO ACID 
{3; TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

*S (vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(- r ) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -29 /. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
;d; OTHER INFORMATION : score 13.4 

seq SLLLVQLLTPCSA/QF 

(>:ii SEQUENCE DESCRIPTION: SEQ ID MO: 340: 

Met Lys Met Ala Ser Ser Leu Ala Phe Leu Leu Leu Asn Ph~ His Val 
~ 25 -20 - 15 

Ser Leu Leu Leu Val Gin Leu Leu Thr Pro Cys Ser Ala Gin Phe Se- 
-10 -5 i 

4 Val Leu Xaa Xaa Ser Gly Pro He Leu Ala Met Val Gly Glu Asp Ala 

5 10 15 

Asd Leu 



;2; INFORMATION FOR SEQ ID NO: 34 1: 

fi) SEQUENCE CHARACTERISTICS: 

(A; LENGTH: 4 1 amino acids 
■2} TYPE: AMINO ACID 
( D ; TOPOLOGY: LINEAR 
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(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

i'D TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -32.. -1 

(C) IDENTIFICATION METHOD: Von Heijr.e matrix 
(D} OTHER INFORMATION: score 12.6 

seq LLALLTVSTPSWC/QS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 341: 



Met Val ?he Leu Pro Leu Lys Trp Ser Leu Ala Thr Met Ser Phe Leu 
-30 -25 -20 

Leu Ser Ser Leu Leu Ala Leu Leu Thr Val Ser Thr Pro Ser Trp Cys 
-15 -10 -5 

Gin Ser Thr Glu Ala Ser Pro Lvs Arg 
1 5 



(2) INFORMATION FOR SEQ ID NO: 342: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 33 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

■vi) ORIGINAL SOURCE: 

;a;- ORGANISM: Homo Sapiens 

■F; TISSUE TYPE: Hypertrophic prostate 

iix) FEATURE: 

(A; NAME /KEY: sig_peptide 
(3) LOCATION: -26/. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 11.8 

seq SLLLLLLXCVHWS/QP 

(xi) SEQUENCE DESCRIPTION: SEQ ID MO: 34 2: 



Met Glu Ser Ala Ala Ala Leu His Phe Ser Arg Pro Ala Ser Leu Leu 

-25 -20 -15 

Leu Leu Leu Leu Xaa Cys Val His Trp Ser Gin Pro Ser Leu Leu Ser 

-10 -5 i 5 



MAT ION FOR SEQ ID NO: 34 3: 
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(1) SEQUENCE CHARACTERISTICS : 

{A) LENGTH : 116 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

fix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -20.'. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 11.2 

seq AFLLLVALS YTLA/ RD 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 343: 



-20 

Tyr Thr Leu Ala 



Thr Lys Asp Ser 
15 

Gly Asp Gin Leu 
30 

Ser Lys Thr Ser 
45 

Cys Pro His Ser 



lie Gin Lys Leu 
30 

Thr Thr Asp Lys 
95 



Pro Vai Ser Ala 
-15 



Arg Asp Thr Thr 
1 

Arg Pro Lys Leu 
20 

lie Trp Thr Gin 
35 

Asn Lys Pro Leu 
50 

Gin Ala Leu Lys 
65 

Ala Glu Gin Phe 



Phe Leu Leu Leu 
-10 

Val Lys Pro Gly 
5 

Pro Gin Thr Leu 



Thr Tyr Glu Glu 

Met lie lie His 
55 

Lys Val Phe Ala 
70 

Val Leu Leu Asn 
85 



Val Ala Leu Ser 



Ala Lys Lys Asp 
10 

Ser Arg Gly Trp 
25 

Ala Leu Tyr Lys 



His Leu Asp Glu 
60 

Glu Asn Lys Glu 
7 5 

Leu Val Tyr Glu 
90 



(2) INFORMATION FOR SEQ ID NO: 34 4: 

ii) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 72 amino acids 
{3) TYPE: AMINO ACID 
(D) TOPOLOGY : LINEAR 

In; MOLECULE TYPE: PROTEIN 

'. v i ) ORIGINAL SOURCE: 

■A) ORGANISM: Homo Sapiens 

(F! TISSUE TYPE: Umbilical core 
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(i:-:) FEATURE: 

■;A} NAME/KEY: sig_peptide 
(3) LOCATION : -4 6. . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
(0) OTHER INFORMATION: score 10.3 

seq LVLLLVLTLLCSL/VP 

{xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3s 4 : 



Met Gly Pro Trp Gly Glu Pro Glu Leu Leu Val Tro Arg Pro Glu Ala 

-45 -40 -35 

Val Ala Ser Glu Pro Pro Val Pro Val Gly Leu Glu Val Lys Leu Glv 

-30 -25 -20 -is 

Ala Leu Val Leu Leu Leu Val Leu Thr Leu Leu Cvs Ser Leu Val Pro 

-10 -5 " i 

lie Cys Val Leu Arg Arg Pro Gly Ala Asn His Glu Gly Ser Ala Se- 

5 10 15 

A r 2 Gin Lvs Ala Leu Ser Pro Lys 

20 ' 25 



(2) INFORMATION FOR SEQ ID NO: 345: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 118 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Hor.o Sapiens 

( F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -16. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
{ D } OTHER INFORMATION : score 10.1 

seq LLLQLAVLGAALA/AA 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 345: 



t-Iet Ala Pro Leu Leu Leu Gin Leu Ala Val Leu Gly Ala Ala Leu Ala 



■15 -lj 



- 3 



Ala Ala Ala Leu Val Leu He Ser He Val Ala Phe Thr Thr Ala Th~ 

5 10 15 

Lys Met Pro Ala Leu His Arg His Glu Glu Glu Lvs Phe Phe Leu As- 

20 25 ' 30 

Ala Lys Gly Gin Lys Glu Thr Leu Pro Ser He Tro Asc Ser Pro Th^ 

3 5 4 0 45 
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Lys Gin Leu Ser Val Val Val Pro Ser Tyr Asa Glu Glu Lvs Arg Leu 

50 55 60 

Pro Val Met Met Asp Glu Ala Leu Ser Tyr Leu Glu Lys Arg Gin Lys 

65 70 75 80 

Arg Asp Pro Ala Phe Thr Tyr Glu Val lie Val Val Asp Aso Gly Ser 

85 90 * 95 

Lys Asp Gin Thr Ser Lys 
10C 



(2) INFORMATION FOR SEQ ID NO: 34 6: 

(i) SEQUENCE CHARACTERISTICS : 

(A} LENGTH: 127 amino acids 
(3} TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

^ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Lymphocytes 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -27. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 9.8 

seq SALLVGFLSVI FA/LV 

■xii SEQUENCE DESCRIPTION: SEQ ID NO: 346: 



Me- Ala Met Glu Gly Tyr Trp Arg Phe Leu Xaa Leu Leu Gly S=>r a 1 a 

-25 -20 -15 

Leu Leu Val Gly Phe Leu Ser Val He Phe Ala Leu Val Trp Val L*" 

-10 -5 i ~5 

His Tyr Arg Glu Gly Leu Gly Trp Asp Gly Ser Ala Leu Glu Phe Asn 

10 15 20 

Trp Xaa Pro Val Leu Met Val Thr Gly Phe Val Phe He Gin Gly li» 

25 30 35 



ie lie Val Tyr Arg Leu Pro Trp Thr Trp Lys Cys Ser Lvs 
-° 4 5 so 



L,eu 



Leu Met Lys Ser He His Ala Xaa Leu Asn Ala Val Ala Ala He Leu 

55 60 65 

Ala He He Ser Val Val Ala Val ?he Glu Asn His Asn Val Asn Asn 

7 " ^5 80 S3 

He Ala Asn Met Tyr Ser Leu His Ser Tro Val Glv Leu He Ala 
50 35 ' 100 
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(2) INFORMATION FOR SEQ ID NO: 347: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 129 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

{ F) TISSUE TYPE: Lymph ganglia 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -17. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
(Di OTHER INFORMATION: score 9.3 

seq LALSLLILVLAFG/IP 

(>:i) SEQUENCE DESCRIPTION: SEQ ID NO: 34 7: 



Met Ala Gin Ser Leu Ala Leu Ser Leu Leu lie Leu Val Leu Ala Phe 

-15 -10 -5 

Gly He Pro Arg Thr Gin Gly Ser Asp Gly Gly Ala Gin Asp Cys Cys 

1 5 10 15 

Leu Lys Tyr Ser Gin Arg Lys He Pro Ala Lys Val Val Arg Ser Tyr 

20 ' 25 30 

Arg Lys Gin Glu Pro Ser Leu Gly Cys Ser lie Pro Ala He Leu Phe 

35 40 45 

Leu Pro Arg Lys Arg Ser Gin Ala Glu Leu Cys Ala Asp Pro Lys Glu 

50 55 60 

Leu Trp Val Gin Gin Leu Met Gin His Leu Asp Lys Thr Pro Ser Pro 

65 70 * 75 

Gin Lys Pro Ala Gin Gly Cys Arg Lys Asp Arg Gly Ala Ser Lys Thr 

30 3 5 90 '95 

Oly Lys Lys Gly Lys Gly Ser Lys Gly Cys Lys Arg Thr Glu Arg Ser 

100 105 110 



2) INFORMATION FOR SEQ ID MO: 34 3: 

;i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH : 5 6 amino acids 
(3) TYPE: AMINO ACID 
[Z\ TOPOLOGY: LINEAR 
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(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 
( F) TISSUE TYPE: Brain 

(ix) FEATURE: 

(A) NAME /KEY : s ig_pept icie 
(3) LOCATION* : -15.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 8.4 

seq AMWLLCVALAVLA/WG 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 348: 



Met Glu Aia Met Trp Leu Leu Cys Val Ala Leu Ala Val Leu Ala Trp 
-15 -10 -5 i 

Gly Phe Leu Trp Val Trp Asp Ser Ser Glu Arg Met Lys Ser Arg Glu 
5 10 15 

Gin Gly Xaa Arg Leu Gly Ala Glu Ser Arg Thr Leu Leu Val U« Ala 
20 25 30 

His Pro Asp Asp Glu Ala Met Trp 
35 40 



(2) INFORMATION FOR SEQ ID NO: 349: 

(l) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 72 amino acids 
(3) TYPE: AMINO ACID 
( D } TOPOLOGY : LINEAR 

iii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM : Homo Sapiens 
(?) TISSUE TYPE: Brain 

(ix) FEATURE: 

(A) NAME/KEY: sigjpeptide 
(3) LOCATION: -38.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7.8 

seq LVFTVSLFAWICC/QR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 349: 



Met Aia Pro He Thr Thr Ser Arg Glu Glu Phe Asp Glu He Pro Thr 
-35 -30 -25 

V-ul Vai Gly lie Phe Ser Ala Phe Glv Leu Val Phe Thr Val Se- Leu 

"20 -15 -10 

?r.-i Aia Trp He Cys Cys Gin Arg Lvs Ser Ser Lys Ser Asn Lvs Th- 

" 5 1 5 io 
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Pro Pro Tyr Lys Phe Val His Val Leu Xaa Glv Val Asp lie Tyr Pro 
15 20 25 

Glu Asp. Leu Asn Ser Lys Lys Lys 
30 



INFORMATION FOR SEQ ID NO: 350: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 121 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Umbilical cord 

fix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -18.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7.4 

seq GWLVLCVLAISLA/SM 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 350: 



Met Glu Gly Pro Arg Gly Trp Leu Val Leu Cys Val Leu Ala He Ser 
-15 -10 - 5 

Leu Ala Ser Met Val Thr Glu Asp Leu Cvs Arg Ala Pro Aso GW Lvs 

Lys Gly Glu Ala Gly Arg Pro Gly Arg Arg Gly Arg Pro Gly Leu Lys 
15 20 25 30 

Gly Glu Gin Gly Glu Pro Gly Ala Pro Gly He Arg Thr Gly He Gin 
35 40 45 

Gly Leu Lys Gly Asp Gin Gly Glu Pro Gly Pro Ser Gly Asn Pro Gly 
50 55 60 

Lys Val Gly Tyr Pro Gly Pro Ser Gly Pro Leu Gly Ala Arg Gly lie 
65 70 75 

Pre Gly lie Lys Gly Thr Lys Gly Ser Pro Gly Asn lie Lys Asp Gin 
50 85 90 

Pro Arg Pro Ala Phe Ser Ala He Arc: 
35 100 



INFORMATION FOR SEQ ID NO: 351; 
(ii SEQUENCE CHARACTERISTICS* 
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(A) LENGTH: 79 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR - 

(ii) MOLECULE TYPE: PROTEIN 



(vi) ORIGINAL SOURCE: 
^ (A) ORGANISM: Homo Sapiens 

% (F) TISSUE TYPE: Muscle 

(ix) FEATURE: 

t| (A) NAME /KEY : sig_peptide 

fej < B > LOCATION: -63. . -1 

f (C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7.2 

seq VLLTLLLIAFI FL/I I 



<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 351: 



Mec Thr Ala Trp Glu Ala Met Ala Pro His Val Asn Pro Thr Leu Lys 

-60 -55 -50 

As? Lys Ala Leu Ser Pro Gin Gin Xaa Xaa Xaa Thr Ser Pro Ala Pro 

"45 -40 -35 

Cys Xaa Ser Asn His His Asn Lys Lys His Leu lie Leu Ala D h^ Cys 

-30 -25 -20 

Ala Gly Val Leu Leu Thr Leu Leu Leu lie Ala Phe He Phe Leu He 

-15 -10 - 5 ! 

lie Lys Ser Tyr Arg Lys Tyr His Ser Lys Pro Gin Ala Pro Gly 

5 10 15 



{2; INFORMATION FOR SEQ ID NO: 352: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 66 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

^ (vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

CD) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

I 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -13.*. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7.1 

seq LLCECLLLXAGYA/HD 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 352: 
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Met Leu Cys Ser Leu Leu Leu Cys Glu Cys Leu Leu Leu Xaa Ala Gly 
-15 -10 - 5 

Tyr Ala His Asp Asp Asp Trp lie Asp Pro Thr Asd Met Leu Asn Tyr 
15 lb 

Asp Ala Ala Ser Gly Thr Met Arg Lys Ser Gin Ala Lvs Tvr GW lie 
^ 15 20 25 " ' * 30 

Ser Gly Glu Lys Asp Val Ser Pro Asp Leu Ser Cys Ala Xaa Glu He 
vi 35 40 45 

m 

M Ser Glu 



^ (2) INFORMATION FOR SEQ ID NO: 353: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 4 6 amino acids 
( 3 ; TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE : 
^ (A) ORGANISM: Homo Sapiens 

3p (D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
{3} LOCATION: -19..-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.9 

seq LVXSLPVKCLTFA/SS 

(>:i) SEQUENCE DESCRIPTION: SEQ ID NO: 353: 

Met Gly His Ala Met Gly Leu Val Xaa Ser Leu Pro Val His Cvs Leu 
-15 -10 I5 

Thr Phe Ala Ser Ser Ala Pro Ser Ser Pro Gin Pro Thr Arg M-t Trp 
-5 10 

?he Xaa Ala Gin Ala His Xaa Pre Pro Leu lie Leu Gly Pro 
15 20 25 



!2; INFORMATION FOR SEQ ID NO: 354: 

ii) SEQUENCE CHARACTERISTICS: 

(A, LENGTH: 116 amino acids 
■3 TYPE: AMINO ACID 
O: TOPOLOGY: LINEAR 



Cli) MOLECULE TYPE: PROTEIN 
(•■'ii ORIGINAL SOURCE : 
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(A; ORGANISM: Homo Sapiens 

(F*, TISSUE TYPE: Umbilical cord 

(ix) FEATURE: 

(A) *NAME/KEY: sig_peptide 
(3) LOCATION : -16." -1 

(C; IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 6.7 

seq CFSLVLLLTSIWT/TR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 354; 

Met Ala Arg Cys Phe Ser Leu Val Leu Leu Leu Thr Ser lie Trp Thr 
"15 -10 - 5 

Thr Arg Leu Leu Val Gin Gly Ser Leu Arg Ala Glu Glu Leu Ser He 

Gin Val Ser Cys Arg lie Met Gly lie Thr Leu Val Ser Lys Lys Ala 
20 25 30 

Asn Gin Gin Leu Asn Phe Thr Glu Ala Lys Glu Ala Cys Arg Leu Leu 
35 40 45 

Gly Leu Ser Leu Ala Gly Lys Asp Gin Val Glu Thr Ala Leu Lys Ala 
50 55 60 

Ser Phe Glu Thr Cys Ser Tyr Gly Trp Val Gly Asp Gly Phe Val Val 
65 70 75 80 

lie Ser Arg He Ser Pro Asn Pro Lys Cys Gly Lys Asn Gly Val Gly 
85 90 95 

Val Leu He Trp 

100 



(2) INFORMATION FOR SEQ ID NO: 355: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 65 amino acids 

( E ) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

<ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(i:<i FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -55." -1 

(C) IDENTIFICATION METHOD : Von Heijne matrix 
[2. OTHER INFORMATION: score 6.6 

seq VLAQLAFLSQISQ/CI 

Cxi) SEQUENCE DESCRIPTION: SEQ ID NO: 355: 
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Her Leu Leu Thr Arg Lys Gin Thr Cys Gin Leu Gly He Leu Leu Ser 
-55 -50 - 45 

lie His Arg Glr. His Ser Lys Asp Leu Gin Asp He Vai Ala Th"- Leu 
"40 -35 -30 

Gly Pro Arg Ser Ala Thr His Pro His Gin Pro Ala He Gin Val Leu 
-25 -20 -15 

Ala Gin Leu Ala Phe Leu Ser Gin He Ser Gin Cys He He Ser Gin 
-10 "5 i 5 

Arg 



[2) INFORMATION FOR SEQ ID NO: 356: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 72 amino acids 
{3) TYPE: AMINO ACID 
CD) TOPOLOGY: LINEAR 

(ii) XOLECULE TYPE : PROTEIN 

fj (vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE : 

(A) NAME /KEY : sig_peptide 
(3! LOCATION: -28 . . -1 

;C) IDENTIFICATION METHOD: Von Heijne matrix 
•0) OTHER INFORMATION: score 6.6 

seq IVSLLGFVATVTL/I? 

(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 356: 

Met Trp Ala Phe Ser Glu Leu Pro Met Pro Leu Leu He Asn Leu T i - 
-25 -20 -15 

Val Ser Leu Leu Gly Phe Val Ala Thr Val Thr Leu lie Pro Ala Phe 
-10 -5 i 

'M 

Arg Gly H±s Phe lie Ala Ala Arg Leu Cys Gly Gin Aso Leu Asn Lvs 
5 10 15 20 

3 Tnr 5 — ^-3 Oin Gin lie Pro Glu Ser Gin Gly Val He Ser- Gly A • - 

25 30 35 

Vai Phe Leu lie lie Leu Phe Cys 



(2) FORMAT: ON FOR SEQ ID NO: 357: 
[D SZ:/;e;]CE CHARACTERISTICS: 
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(A) LENGTH: 82 amino acids 
(3} TYPE: AMINO ACID 
(0) TOPOLOGY: LINEAR" 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -2 3. . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.4 

seq PASLSLLTFKVYA/AP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 357: 



Met Phe Lys Val lie Gin Arg Ser Val Gly Pro Ala Ser Leu Ser Leu 
"20 -15 -10 

Leu Thr Phe Lys Val Tyr Ala Ala Pre Lys Lvs Aso Ser Pro P^o Lys 
"5 1 " 5 

Asp. Ser Val Lys Val Asp Glu Leu Ser Leu Tyr Ser Val Pro Glu Gly 
10 15 20 25 

Gin Ser Lys Tyr Val Glu Glu Ala Arg Ser Gin Leu Glu Glu Ser lie 
30 35 40 

Ser Gin Leu Arg His Tyr Cys Glu Pro Tyr Thr Thr Trp Cys Gin Glu 
45 50 55 

Thr Tyr 



12: INFORMATION FOR SEQ ID NO: 35S: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 140 amino acids 
{3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Horr.o Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(?) TISSUE TYPE: kidney 

(ix; FEATURE: 

(A) NAME/KEY: sig_peptide 
IB) LOCATION: -13 6. . - I 

;C) IDENTIFICATION METHOD: Von Heijne matrix 
ID) OTHER INFORMATION: score 5.4 

seq LISVALVQGWALG/GG 

SEQUENCE DESCRIPTION: SEQ ID NO: 359: 
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Met Ala Lys Ser Leu Leu Lys Thr Ala Ser Leu Ser Giy Arq Thr Lvs 
-135 -130 -125 

Leu Leu His Gin Thr Gly Leu Ser Leu Tyr Ser Thr Ser His G<v Phe 
"!20 -115 -no ' _ 105 

Tyr Glu Glu Giu Val Lys Lys Thr Leu Gin Gin Phe Pro Gly Gly Ser 
-100 -95 -90 

lie Asp Leu Gin Lys Glu Asp Asn Gly He Gly He Leu Thr Leu Asn 
-35 -80 -75 

Asn Pro Ser Arg Met Asn Ala Phe Ser Gly Val Met Met Leu Gin Leu 
"70 -65 -60 

Leu Glu Lys Val He Glu Leu Glu Asn Trp Thr Glu Glv Lys Gly Leu 
-55 -50 -45 

He Val Arg Gly Ala Lys Asn Thr Phe Ser Ser Gly Ser Asp Leu Asn 
"4° -35 -30 -25 

Ala Val Lys Ser Leu Gly Leu Gin Arg Leu Pro Leu II** Val Ala 

-20 -15 - 10 

Leu Val Gin Gly Trp Ala Leu Gly Gly Gly Ala Ala 
-5 1 



(2) INFORMATION FOR SEQ ID NO: 359: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 64 amino acids 
(3* TYPE: AMINO ACID 
{ D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(?) TISSUE TYPE : Substantia nigra 

(ix) FEATURE : 

{A} NAME/KEY: sig_peptide 
(3) LOCATION: -4 4. . -1 

(C) IDENTIFICATION METHOD: Von Heijne macrix 

(D) OTHER INFORMATION: score 5.3 

seq PLLKILHAAGAQG/EM 

SEQUENCE DESCRIPTION: SEQ ID NO: 359: 



!ec :r.r Ser ?ne Ser Thr Ser Ala Gin Cys Ser Thr Ser Asd Ser 

-40 -35 " -30 

:>3 Arg He Ser Pro Gly Gin He Asn Xaa Val Arg Pro Lvs Leu 

-25 -20 -15 

,eu Leu Lys He Leu His Ala Ala Gly Ala Gin Gly Glu Met Phe Thr 
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-10 -5 i 

Val Lys Glu Val Met His Tyr Leu Gly Gin Tyr He Met Val Lvs Gin 



5 10 15 



(2) INFORMATION FOR SEQ ID NO: 360: 

M 

(i) SEQUENCE: CHARACTERISTICS: 

^ (A) LENGTH: 153 amino acids 

§j (3) TYPE: AMINO ACID 

|j { D ) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

& (vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Lung (cells) 

FEATURE: 

(A) NAME /KEY : sigjpeptide 

(B) LOCATION: -112* . -1 

(CJ IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION : score 5.1 

seq AFAWLGVVPLTAC/RI 

$ (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 360: 



20 



Mar 



Asp Thr Ala Glu Glu Asp He Cys Arg Val Cvs Arg Ser Glu Glv 
"HO -105 * -100 



Thr Pro Giu Lys Pro Leu Tyr His Pro Cys Val Cys Thr Gly S-- ll<=> 
-95 -90 -85 

Lys Xaa Val His Gin Glu Cvs Leu Val Gin Trp Leu Lys His A-q 

-50 -75 -70 ~" 111 

Lys Glu Tyr Cys Glu Leu Cys Lys His Arg Phe Ala ?he Thr Pro "1« 
-60 -55 -50 

Tyr Ser Pro Asp Met Pro Ser Arg Leu Pro He Gin Asd He Phe Ala 
-45 -40 * -35 

Gly Leu Val Thr Ser He Gly Thr Ala He Arg Tyr Trp Phe His Tyr 
-30 -25 -20 

Thr Leu Vai Ala Phe Ala Trp Leu Gly Val Val Pro Leu Th- A ,; - r V s 
-15 -10 _ 5 " ' 

Arg lie Tyr Lys Cys Leu Phe Thr Gly Ser Val Ser Ser Leu 7 T' n r 
- 5 10 = 



Le-j Asp Met Leu Ser Thr Glu Asn Leu Leu Ala Asp Cys Leu 



2 0 7 



^ 30 



Gly Cys Phe Val Val ihr Cys Thr Leu Cys Ala Phe He 
3 5 4 0 45 



BNSDOCID: <WO 9906548A2 J_ 



WO 99/06548 



PCT/IB98/01222 



(2) INFORMATICS FOR SEQ ID MO: 361: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 4 1 amino acids 
(3) TYPE: AMINO ACID 
( D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Brain 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -13.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.9 

seq MLIMLGI FFNVHS/AV 

■Jxi) SEQUENCE DESCRIPTION: SEQ ID MO: 361: 



Met Leu lie Met Leu Giy lie Phe Phe Asn Val His Ser Ala Val L*u 
"10 -5 1 

lie Giu Asp Val Pro Phe Thr Glu Lys Asp Phe Glu Xaa Gly Pro Gl" 
5 10 15 

Asn lie Tyr Asn Leu Tyr Glu His Gly 
20 25 



(2) INFORMATION FOR SEQ ID MO: 362: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 114 amino acids 
{3} TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 



(li) MOLECULE TYPE: PROTEIN 



fvi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

{F) TISSUE TYPE: Normal prostate 

;::■;) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -112.. -1 

■;c; IDENTIFICATION METHOD: Von Heijne matrix 
{0) OTHER INFORMATION: score 4.5 

seq AAVAVGMLXASYA/AV 

:-:i; SEQUENCE DESCRIPTION: SEQ ID MO: 362: 
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Trp Arg Trp lie His Pro Gly Ser Pro Thr Arg Ala Ala Glu Arg Va i 
-95 -90 -85 

Glu Pro Phe Leu Arg Pro Glu Trp Ser Gly Thr Gly Gly Ala Glu Arg 
-30 -75 -70 -65 

Gly Leu Arg Trp Leu Gly Thr Trp Lvs Arg Cys Ser Leu Arg Ala Arg 
-60 -55 -50 

His Pro Ala Leu Gin Pro Pro Arg Arg Pro Lys Ser Ser Asn Pro Phe 
-45 -40 -35 

Thr Arg Ala Xaa Glu Glu Glu Arg Arg Arg Xaa Asn Lys Thr Thr Leu 
-30 -25 -20 

Thr Tyr Val Ala Ala Val Ala Val Gly Met Leu Xaa Ala Ser Tyr Ala 
-15 -10 -5 

Ala Val 
1 



(2) INFORMATION' FOR SEQ ID NO: 363: 

(l) SEQUENCE CHARACTERISTICS: 
|| (A) LENGTH: 96 amino acids 

(3; TYPE: AMINO ACID 
( D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

;d; DEVELOPMENTAL STAGE: Fetal 

(?) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A- NAME /KEY : sig_peptide 
(3; LOCATION: -39.. -1 

(C; IDENTIFICATION METHOD: Von Heijne matrix 
(D; OTHER INFORMATION: score 4.2 

seq SDPLCVLFLNTSG/QQ 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 363: 

m 

Met Ala Ala Gin Cys Val Thr Lys Val Ala Leu Asn Val Ser Cvs Ala 
-35 -30 -25 

|) '"-sn u eu Leu ^sp Lys Asp lie Gly Ser Lys Ser Asd Pro Leu Cys Va' 

-20 -15 ' -10 

Leu Phe Leu Asn Thr Ser Gly Gin Gin Trp Tyr Glu Val Glu Arg Thr 
- 5 i 5 

Glu Ar^ lie Lys Asn Cys Leu Asn Pro Gin Phe Ser Lys Thr Phe lie 
10 15 20 25 



:yr Tyr Phe Glu Val Val Gin Lys Leu Lys Phe Glv Val 
30 35 " «;o 
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\sp lie Xaa Asn Lys Thr lie Glu Leu Ser Asp Asd Asd Phe Leu GW 
45 '50 55 



(2) INFORMATION FOR SEQ ID NO: 364: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 107 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

v D ) DEVELOPMENTAL STAGE : Fetal 

(F) TISSUE TYPE: kidney 

(i:<) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -70.*. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.7 

seq AVLDCAFYDPTHA/WS 

(:<i) SEQUENCE DESCRIPTION: SEQ ID MO: 364: 



Met Thr Gly Ser Asn Glu Phe Lys Leu Asn Gin Pro Pro Glu Asd Glv 
~ 70 "65 -60 * -55 

lie Ser Ser Val Lys Phe Ser Pro Asn Thr Ser Gin Phe Leu Leu Vai 
-50 -45 _ 40 

Ser Ser Trp Asp Thr Ser Val Arg Leu Tyr Asp Val Pro Ala Asn Ser 
-35 -30 _25 



Met Arg Leu Lys Tyr Gin His Thr Gly Ala Val Leu Aso Cvs Ala Ph* 

-is -ib * 



Tyr Asp Pro Thr His Ala Trp Ser Gly Gly Leu Asp His Xaa Xaa Lys 
~ 5 1 5 io 

Met His Asp Leu Asn Thr Asp Glr. Glu Asn Leu Val Gly Thr His Asp 
15 20 25 

Ala Pro He Arg Cys Val Glu Tvr Cys Pro S-r 
30 35 



\Z) INFORMATION FOR SEQ ID MO: 365: 

<i: SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 48 amino acids 
(~6) TYPE: AMINO ACID 
■O; TOPOLOGY: LINEAR 

■ii; MOLECULE TYPE: PROTEIN 
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;v;) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(?) TISSUE TYPE: Brain 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -25. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.6 

seq AHLCWCGSHCCST/CV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 365: 



Met Gly Lys His Leu Trp Tyr Pro Gly Gin Ala Ser Ala His Leu Cys 

-25 -20 -15 -10 

Trp Cys Gly Ser His Cys Cys Ser Thr Cys Val Phe Glu Asp Gin Leu 

-5 1 5 

Ser Asp Glu Arg Phe Gin Arg Ser Asn Ala Pro Ser Val Asn Ser Asp 
10 15 20 



(2) INFORMATION FOR SEQ ID NO: 366: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 73 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(li) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

( 0} DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE : kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -13. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.5 

seq MLAVSLTVXLLGA/MM 

(xi) SEQUENCE DESCRIPTION: SEQ ID MO: 366: 



f Met Leu Ala Val Ser Leu Thr Val Xaa Leu Leu Gly Ala Met Leu 

-10 -5 1 

Leu Glu Ser Pro lie Asp Pro Gin Pro Leu Ser Phe Lys Glu Pro Pro 
3 10 15 

Leu Leu Leu Gly Val Leu His Pro Asn Thr Lys Leu Arg Gin Ala Glu 
20 25 30 35 

^ L-iu ?he Glu Asn Gin Leu Val Gly Pro Glu Ser lie Ala His lie 

4 0 4 5 50 
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Gly Asp Val Met Phe Thr Giy 5er Trp 
5 5 J -60 



(2) INFORMATION FOR SEQ ID MO: 367; 

<i) SEQUENCE CHARACTERISTICS: 

(A} LENGTH: 86 amino acids 
(3) TYPE: AMINO ACID 
|jj ( D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE : PROTEIN 

(vi) ORIGINAL SOURCE: 

{A} ORGANISM: Homo Sapiens 
(F) TISSUE TYPE : Ovary 



(i:<) FEATURE: 

(A) NAME /KEY: sig_peptide 
(3) LOCATION: -76. .-1 

(C; IDENTIFICATION METHOD: Von Heijne matrix 
(D; OTHER INFORMATION: score 3.5 

seq MLELDLLVFHLWG/SQ 

( xi ) SEQUENCE DESCRIPTION: SEQ ID MO: 367: 



Met Ser Ser Thr Leu Ala Lys lie Ala Glu lie Glu Ala Glu Met Ala 
-75 -70 -65 

Arg Thr Gin Lys Asn Lys Ala Thr Ala His His Leu Glv Leu Leu Lvs 

-60 -55 -50 ' -45 

Ala Arg Leu Ala Lys Leu Arg Arg Glu Leu He Thr Pro Lvs Glv Gly 
-40 -35 * -30 

Gly Gly Gly Gly Pro Gly Glu Gly Phe Asp Trp Pro Arg Gin Val Met 
-25 -20 ' -15 

Leu Glu Leu Asp Leu Leu Val Phe His Leu Trp Gly Ser Gin His Cys 
-10 ' -5 i 



Leu Val Thr Trp Gin Gly 
5 10 



(2) INFORMATION FOR SEQ ID NO: 368: 

{ii SEQUENCE CHARACTERISTICS : 

(A) LENGTH : 57 amino acids 
(BJ TYPE: AMINO ACID 
(O) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

■;D) DEVELOPMENTAL STAGE: Fetal 
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(F) TISSUE TYPE: kidney 

(i>:) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -45..-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
(0} OTHER INFORMATION: score 13.9 

seq LVLALLLVSAALS/SV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 368: 



Met Ala Ala Aia Val Pro Lys Arg Met Arg Gly Pro Ala Gin Ala Lys 
-45 -40 -35 -30 

Leu Leu Pro Gly Ser Ala lie Gin Ala Leu Val Gly Leu Ala Arg Pro 
-25 -20 -15 

Leu Val Leu Ala Leu Leu Leu Val Ser Ala Ala Leu Ser Ser Val Val 
-10 -5 1 

Ser Arg Thr Asp Ser Pro Ser Pro Leu 

5 10 



& (2) INFORMATION FOR SEQ ID NO: 369: 

„-V (i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 63 amino acids 

(B) TYPE: AMINO ACID 
( D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -25. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 13.9 

seq LLSLLFLVQGAHG/RG 

(y.i) SEQUENCE DESCRIPTION: SEQ ID MO: 369: 

:|j Met Thr Pro Gin Ser Leu Leu Gin Thr Thr Leu Phe Leu Leu Ser Leu 

^ -25 -20 -15 -10 

Leu ?ne Leu Val Gin Gly Ala His Gly Arg Gly His Arg GIu Asp Phe 
-5 1 5 

Arg ?ne Cys Ser Gin Arg Asn Gin Thr His Arg Ser Ser Leu His Tyr 
10 15 20 

Lyj Pro Thr Pro Xaa Leu Arg lie Ser lie Giu A.sn Ser Glu Glu 
25 30 35 
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(2) INFORMATION FOR SEQ ID NO: 370: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 127 amino acids 
$ (B) TYPE: AMINO ACID 

( D ) TO PO LOG V : LIN EAR 

; 3j (ii) MOLECULE TYPE: PROTEIN 

11 {vi} ORIGINAL SOURCE: 

[ (A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Testis 

^ (ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -88 . . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 11.6 

seq ILLCLLLALFASG/LI 

(xi; SEQUENCE DESCRIPTION: SEQ ID NO: 370: 

M Met Met Val Val Giy Thr Gly Thr Ser Leu Ala Leu Ser Ser Leu Leu 

f -85 -80 -75 

Ser Leu Leu Leu Phe Ala Gly Met Gin lie Tyr Ser Arg Gin Leu Ala 
-70 -65 -60 

Ser Thr Glu Trp Leu Thr He Gin Gly Gly Leu Leu Gly Ser Gly Leu 
-55 -50 -45 

Phe Val Phe Ser Leu Thr Ala Phe Asn Asn Leu Glu Asn Leu Val Phe 
— -0 -35 -30 -25 

Gly Lys Gly Phe Gin Ala Lys lie Phe Pro Glu He Leu Leu Cys Leu 
-20 -15 -10 

Leu Leu Ala Leu Phe Ala Ser Gly Leu He His Xaa Val Cys Val Thr 
"5 1 5 

Thr Cys Phe He Phe Ser Arg Val Gly Leu Tyr Tyr lie Asn Lys He 

4 10 15 20 

Ser Ser Thr Leu Tyr Gin Ala Ala Ala Pro Val Leu Thr Pro &la 
25 30 35 

*!% 

\2\ INFORMATION FOR SEQ ID MO: 371: 

Uj SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 134 amino acids 

( B ) TYPE: AMINO ACID 
{D) TOPOLOGY: LINEAR 

^ MOLECULE TYPE: PROTEIN 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(r) TISSUE TYPE: Lymph ganglia 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(E) LOCATION: -19. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 11.6 

seq VFCLLAVAPGAHS/QE 



in (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 371: 

i 

Met Asp Trp Thr Trp Arg Val Phe Cvs Leu Leu Ala Val Ala Pro Gly 
-15 -10 -5 

Ala His Ser Gin Glu Gin Leu Val Gin Ser Gly Ala Glu Val Leu Lys 
1 5 10 

Pre Gly Ala Ser Val Asn lie Ser Cys Arg Ala Ser Gly Phe Thr Phe 
15 20 25 

Thr Asn Tyr Tyr Val His Trp Val Arg Gin Ala Pro Gly His GIv Leu 
30 35 40 " 45 

& Glu Trp Met Gly Val lie Asn Pro Val Ser Gly Tyr Thr Ser Tyr Ala 

1 50 55 60 

Gin Lys Leu Gin Gly Arg Leu Thr Met Thr Thr Asp Thr Ala Ala Asn 
65 70 75 

lie Val Tyr Met Asp Leu Ser Arg Leu Lys Ser Asp Asp Thr Ala Val 
8 0 8 5 9*0 

Tyr Phe Cys Ala Lys Val Arg Cys Leu Lys Gly lie Cys Tyr Thr Glu 
95 100 * 105 

Asp Ala Leu A.sp Leu Trp 
110 * 115 



(2) INFORMATION FOR SEQ ID NO: 372: 

(1) SEQUENCE CHARACTERISTICS: 
* (A) LENGTH: 139 amino acids 

(3) TYPE: AMINO ACID 
( D) TOPOLOGY : LINEAR 

U iii) MOLECULE TYPE: PROTEIN 

.'vi) ORIGINAL SOURCE : 

(A) ORGANISM : Homo Sapiens 

(:) TISSUE TYPE: Umbilical cord 

(ix) FEATURE: 

(A) NAME /KEY : sig_peotide 
(3) LOCATION: -113*. .-1 
$ (C) IDENTIFICATION METHOD: Von Heijne r.: 

■DJ OTHER INFORMATION: score 11.6 
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seq ILLCLLLALFASG/LI 
(xi) SEQUENCE DESCRIPTION :" SEQ ID NO: 372: 

Met Arg lie Ala Asn Arg Thr Arg Phe Ser Ser Pro Phe Leu Ala Arg 
-HO -105 -100 

Gly Ala Gly Trp Thr His Gly Arg Gly Met Met Val Val Gly Thr Glv 
-95 -90 -85 

Thr Ser Leu Ala Leu Xaa Ser Leu Leu Ser Leu Leu Leu Phe Ala Gly 
-30 -75 -70 

Met Gin Met Tyr Ser Arg Gin Leu Ala Ser Thr Glu Tro Leu Thr He 
" 65 -60 -55 ' .50 

Gin Gly Gly Leu Leu Gly Ser Gly Leu Phe Val Phe Ser Leu Thr Ala 
-45 -40 -35 

Phe Asn Asn Leu Glu Asn Leu Val Phe Gly Lys Gly Phe Gin Ala Lys 
-30 -25 -20 

lie Phe Pro Glu He Leu Leu Cys Leu Leu Leu Ala Leu Ph^ Ala Ser 
-15 -10 -5 

Gly Leu He His Arg Val Cys Val Thr Thr Cys Phe He Phe Ser Met 
15 10 15 

Val Gly Leu Tyr Tyr He Asn Lys He Ser Ser 
20 25 



:2) INFORMATION FOR SEQ ID NO: 373: 

(1) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 53 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
* (F) TISSUE TYPE: Heart 

(ix) FEATURE : 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -24 . . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 11.4 

seq LMSLLLVLPWEA/VE 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 373: 

:■!--- Thr Ser Val Ser Thr Gin Leu Ser Leu Val Leu Met Ser Leu Leu 
$ -20 -15 -10 

:.^u Val Leu Pro Val Val Glu Ala Val Glu Ala Gly Ajp Ala He Ala 
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-5 1 5 

Leu Leu Leu Gly Val Val Leu Ser He Thr Gly He Val P-o T^ 
10 15 20 

Gly Tyr Met His Gly 
25 



INFORMATION FOR SEQ ID NO: 374: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 33 amino acids 
( 3 ) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE : Brain 

FEATURE : 
(A) NAME /KEY : sig_peptide 
(3} LOCATION: -20. . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 11.2 

seq I LVVLMGLPLAQA/LD 

(;<i) SEQUENCE DESCRIPTION: SEQ ID NO: 374: 



Met Thr Pro Leu Leu Thr Leu He Leu Val Val Leu Me^ Gly Leu P^o 

-20 -15 -10 " 2 5 

Leu Ala Gin Ala Leu Asp Cys His Val Cys Xaa Tyr Asn Glv Asd Asn 

1 5 ih 



■2) INFORMATION FOR SEQ ID NO: 375: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 124 amino acids 
(3} TYPE: AMINO ACID 
CD) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

;•/:) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

{ F ) TISSUE TYPE: Lymph ganglia 

(:>:) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -16. .-i 

(Z) IDENTIFICATION METHOD: Von Heijne matrix 
[Zi OTHER INFORMATION: score II 
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seq LLALSLLVLWTSP/AP 
(:<i) SEQUENCE DESCRIPTION: "SEQ ID NO: 375: 



Met Ala Leu Leu Leu Ala Leu Ser Leu Leu Val Leu Trp Thr Ser Pro 
-15 -10 -5 

Ala Pro Thr Leu Ser Gly Thr Asn Asp Ala Glu Asp Cys Cys Leu Ser 
^5 10 15 

Val Thr Gin Lys Pro He Pro Gly Tyr He Val Arg Asn Phe His Tyr 
20 25 30 

Leu Leu He Lys Asp Gly Cys Arg Val Pro Ala Val Val Phe Thr Thr 
35 40 45 

Leu Arg Gly Arg Gin Leu Cys Ala Pro Pro Asp Gin Pro Trp Val Glu 
50 55 60 

Arg He He Gin Arg Leu Gin Arg Thr Ser Ala Lys Met Lys Xaa Arg 
65 70 75 80 

Ser Ser Xaa Pro Met Xaa Val Xaa Arg Glu Pro Glu Ser Glu Ser Ser 
85 90 95 

lie Val Asn Xaa Tyr Leu Xaa Gly Glu Arg Xaa Arg 
100 105 



[2) INFORMATION FOR SEQ ID NO: 376: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 103 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Umbilical cord 

(ix) FEATURE: 

(A} NAME /KEY: sig_peptide 
(3) LOCATION: -21.. -1 

(C; IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 10.5 

seq RLLLLPLLLAVSG/LR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 376: 



Me- Gly Gly Leu Glu Pro Cys Ser Arg Leu Leu Leu Leu Pro Leu Leu 
-20 -15 -10 

leu Ala Val Ser Gly Leu Arg Pro Val Gin Ala Gin Ala Gin Ser Asp 

1 5 10 

Cys Ser Cys Ser Thr Val Ser Pro Gly Val Leu Ala Gly He Val Met 
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15 20 25 

Gly Asp Leu Val Leu Thr Val Leu He Ala Leu Ala Val Tv- Phe Leu 
30 35 40 

Gly Arg Leu Val Pro Arg Gly Arg Gly Ala Ala Glu Ala Xaa Thr Arq 
45 50 55 

Lys Gin Arg He Thr Glu Thr Gly Ser Pro Tyr Gin Glu Leu Gin Gly 
60 65 70 75 

Gin Arg Ser Asp Val Tyr Ser 
80 



(2) INFORMATION FOR SEQ ID NO: 377: 

(i) SEQUENCE CHARACTERISTICS: 

(A } LENGTH: 82 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -2 4.*. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 10 

seq LCRALCLFPRVFA/AE 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 377: 



Met Glu Val Pro Pro Pro Ala Pro Arg Ser Phe Leu Cvs Arg Ala L— 

-20 -15 " -io 

Cys Leu Phe Pro Arg Val Phe Ala Ala Glu Ala Val Thr Aia Asp S— 

-5 1 5 

Glu Val Leu Glu Glu Arg Gin Lys Arg Leu Pro Tyr Xaa Pro Glu D -o 

10 15 20 

Tyr Tyr Arg Asn Leu Asp Gly Thr Ala Ser Gly Ser Cys Xaa Ala L-s 

23 30 35 

Me- Asn Ser Arg Glu Phe Gin Arg Thr Leu Leu He Ser Val Aro Aro 

45 50 55 
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(1) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 94 amino acids 
(3} TYPE: AMINO ACID * 
(3} TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(?) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig^peptide 
(3) LOCATION: -19. . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 9.5 

seq LMCLSLCTAFALS/KP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 378: 

Met Asp Leu Arg Gin Phe Leu Met Cys Leu Ser Leu Cys Th^ Ala Phe 
"15 -10 '. 5 

Ala Leu Ser Lys Pro Thr Glu Lys Lys Asp Arg Val His His Giu Pro 
1 5 io 

Gin Leu Ser Asp Lys Val His Asn Asd Ala Gin Ser Phe Xaa Tyr Asd 
15 20 25 

His Asp Ala Phe Leu Gly Ala Glu Glu Ala Lys Xaa Phe Asp Gin Leu 
30 35 40 45 

Thr Pro Glu Glu Ser Lys Glu Arg Leu Gly Lys lie Val Se- Lys 
50 55 go 

Asp Gly Asp Lys Asp Gly Phe Val Thr Val Asp Glu Leu Lys 
65 70 75 



:} INFORMATION FOR SEQ ID NO: 379: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 99 amino acids 
(3) TYPE: AMINO ACID 
v D ) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

■A} ORGANISM: Homo Sapiens 

(?) TISSUE TYPE: Substantia nigra 

(ix) FEATURE: 

(A: NAME /KEY: sig_peptide 
•3; LOCATION: -30." -1 

•C: IDENTIFICATION METHOD: Von Heijne matrix 
(3: OTHER INFORMATION : score 9.5 

seq LLFLSQFCILSGG/ES 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 379: 

Met Ala Gly Gly Val Arg Pro Leu Arg Gly Leu Arg Aia Leu Cys Arq 
~ 30 -25 -20 -!5 

Val Leu Leu Phe Leu Ser Gin Phe Cys He Leu Ser Glv Gly Glu Ser 
$ ~ 10 "5 * 1 

Thr Glu He Pro Pro Tyr Val Met Lys Cys Pro Ser Asn Gly Leu Cys 
% 5 10 15 

I Ser Arg Leu Pro Ala Asp Cys lie Asp Ser Thr Thr Asn Phe Ser Cys 

20 25 30 

Thr Tyr Gly Lys Pro Val Thr Phe Asp Cys Xaa Val Lys Pro Ser Val 
3? 35 40 45 50 

; Thr Cys Val Asp Gin Asp Phe Lys Ser Gin Lys Xaa Phe lie lie Asn 

^ 5 5 60 65 

Met Thr Cvs 



(2) INFORMATION FOR SEQ ID NO: 380: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 118 amino acids 
(3) TYPE: AMINO ACID 
(DJ TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Umbilical cord 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
{ B) LOCATION: -21 . " -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 9.3 

seq VLPVILLLLGAHP/SP 



*8 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 330: 



Met Ala Ala Aia Ala Trp Leu Gin Val Leu Pro Val lie L^u Leu * - 

-20 -15 _xo 

Leu Gly Ala His Pro Ser Pro Leu Ser Phe Phe Ser Ala Gly Pro Al- 

Thr Val Ala Ala Ala Asp Arg Ser Lvs Trp His He Pro He D ro 

15 20 25 

Giy Lys Asn Tyr Phe Ser Phe Gly Xaa lie Leu Phe Arg Asn Thr Th- 

30 35 4 q 



lie ? h 



Lys Phe Asp Gly Glu Pro Cys Asp Leu Ser U 
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45 50 55 

Xaa Trp Tyr Leu Lys Ser Ala Asp Cys Tyr Asn Glu He Tvr Asn Phe 
60 65 70 " 75 

Lys Ala Glu Glu Val Glu Leu Tyr Leu Glu Lys Leu Lvs Glu Lys Arg 
80 85 * 90 

Giy Leu Ser Gly Lys Trp 
95 



{2) INFORMATION FOR SEQ ID NO: 381: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 31 amino acids 
(BJ TYPE: AMINO ACID 
(D) TOPOLOGY : LINEAR 

(iii MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE : 

i'A) ORGANISM: Home Sapiens 

(F) TISSUE TYPE: Substantia nigra 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(S) LOCATION: -19. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 9.3 

seq LLWLALACSPVHT/XL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 331: 



Met Arg Thr Leu Phe Asn Leu Leu 
-15 

Val His Thr Xaa Leu Ser Lys Ser 

1 5 



, Trp Leu Ala Leu Ala Cys Ser Pro 
-10 



Asp Ala Xaa Lys Pro Pro Arg 
10 



(2) INFORMATION FOR SEQ ID NO: 382: 

(i) SEQUENCE CHARACTERISTICS: 
(A} LENGTH: 60 amino acids 
(3} TYPE: AMINO ACID 
(D; TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

ORGANISM: Homo Sapiens 
■;F; TISSUE TYPE: Muscle 

■ FEATURE: 

NAME /KEY : 5 1 a_pept ide 
i) LOCATION: -16.".-1 
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(D) OTHER INFORMATION: score 9.3 

seq LFVAIFAVPLILG/QE 

(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 382: 

Met Asp Val Leu Phe Val Ala lie Phe Ala Val Pro Leu lie Leu Gly 
-15 -10 -5 

Gin Glu Tyr Glu Asp Glu Glu Arg Leu Gly Glu Asp Glu Tyr Tyr Gin 
15 10 15 

Val Val Tyr Tyr Tyr Thr Val Thr Pro He Met Met Xaa Leu Gly Xaa 
20 25 ■ 30 

Xaa Phe Thr He Asp Tyr Xaa He Phe Glu Ser Glu 

vjj 3 5 4 0 



(2) INFORMATION FOR SEQ ID NO: 383: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 108 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 



1 



(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Substantia nigra 

(ix) FEATURE: 

( A ) NAME /KEY: s ig_pept ide 
(5; LOCATION: -2i . . -1 

(C; IDENTIFICATION METHOD: Von Heijne matrix 
{D) OTHER INFORMATION: score 9.3 

seq VLPVILLLLGAHP/S? 

(xi) SZQ : JZXCZ DESCRIPTION: SEQ ID MO: 38 3: 



Met Ala Ala Ala Ala Tro Leu Gin Val Leu Pro Val He Leu L^>< L^<- 
"20 -15 -10 

Leu Gly Ala His Pro Ser Pro Leu Ser Phe Phe Ser Ala Gly Pro Ala 



Thr Val Ala Ala Ala Asp Arg Ser Lys Trp His He Pro He Pro Ser 
15 20 25 

Gly Lys As- Tyr Phe Ser Phe Gly Lys He Leu Phe Arg Asr. Tnr Th- 
30 35 4 0 

He Phe Leu Lys Phe Asp Gly Glu Pro Cys Asp Leu Ser Leu As:: He 
45 50 * 55 

Thr Trp Tyr Leu Lys Ser Ala Asp Cys Tyr Asn Glu lie Tyr A_:; : Phe 
6 0 61 ?o 
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Lys Ala Giu Glu Val Glu Leu Tyr Leu Glu Lys Leu 
80 85 



(2) INFORMATION FOR SEQ ID NO: 384: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 55 amino acids 
• : {3} TYPE: AMINO ACID 

'|j (D) TOPOLOGY: LINEAR 

1 

& (li) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
$ (D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE : brain 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -19. . - I 

•C) IDENTIFICATION METHOD: Von Heijne matrix 
{ D ) OTHER INFORMATION: score 9.2 

seq LLXLALACSPVHT/TL 

f§ (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 384: 



Met Arg Thr Leu Phe Asn Leu Leu Xaa Leu Ala Leu Ala Cys Ser Pro 
-15 -10 -5 

Val His Thr Thr Leu Ser Lys Ser Asp Ala Lys Lvs Ala Ala Ser Lys 
1 5 10 

Thr Leu Leu Glu Lys Ser Gin Phe Ser Asp Lys Pro Val Gin Aso Arg 
15 20 '25 



Gly Leu Val Val Thr Asp Gly 
30 35 



m 



(2} INFORMATION FOR SEQ ID NO: 385: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 70 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

■IF) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptrde 
{3} LOCATION: -40. .-1 

JO IDENTIFICATION METHOD: Vor. Heijne matr: 
\Z] OTHER INFORMATION: score 9 



BNSDOCID: <WO 9906548A2J_> 



WO 99/06548 

(xi) SEQUENCE DESCRIPTION: 
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seq LLCLLHFS I VS VA/AX 
*SEQ ID NO: 385: 



Met Gly Ser Lys Val Ala Asp Leu Leu Tyr Trp Lys Asp Thr Arg Thr 
-40 -35 -30 -25 

Ser Gly Val Val Phe Thr Gly Leu Met Val Ser Leu Leu Cys Leu Leu 
-20 -15 -10 

His Phe Ser lie Val Ser Val Ala Ala Xaa Phe Gly Xaa Xaa Xaa Xaa 
-5 1 5. 

Xaa Gly Xaa Gin Ser Ser Xaa Arg Val Tyr Ala Lys Cys Cys Arg Pro 
10 15 20 

Cys Thr Gly Gly Met Glu 
25 30 



(2) INFORMATION FOR SEQ ID NO: 386: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 69 amino acids 
( 3 ) TYPE: AMINO ACID 
(0) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

( F) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -29. .-1 

{C) IDENTIFICATION METHOD: Von Heijne matn:- 
£ 0 ) OTHER INFORMATION: score 8.9 

seq ALLIVCDVPSASA/QF 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 386: 



Met Ala Ala Arg Trp Arg Phe Trp Cys Val Ser Val Thr Mec Val Val 
-25 -20 -15 

Ala Leu Leu lie Val Cys Asp Vai Pro Ser Ala Ser Ala Glr. Arg Lys 
-10 -5 i 

Lys Glu Met Val Leu Ser Glu Lys Val Ser Gin Leu Met Glu Trp Thr 
5 10 15 

Asn Lys Arg Pro Val lie Arg Met Asn Gly Asp Lys Phe Ar;; Arg Leu 
20 25 30 ' * 35 

Val Lys Pro His Met 
40 
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(2} IN FORMATION FOR SEQ ID NO: 387: 

(1) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 137 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

■* (ii) MOLECULE TYPE: PROTEIN 

2 (vi) ORIGINAL SOURCE: 

J| (A) ORGANISM: Homo Sapiens 

% (F) TISSUE TYPE: Umbilical cord 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
% (8) LOCATION: -19. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 8.8 

seq SAVLSGFVLGALA/FQ 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 387: 

Met Glu Gly Glu Ser Thr Ser Ala Val Leu Ser Gly Phe Val Leu Gly 
-15 -10 -5 



Ala Leu Ala Phe Gin His Leu Asn Thr Asd Ser Asp Thr Glu Gly Phe 
1 5 * 10 

Leu Leu Gly Glu Val Lys Gly Glu Ala Lys Asn Ser He Thr Asp Ser 
15 20 25 

Gin Met Asp Asp Val Glu Val Val Tyr Thr He Asp He Gin Lys Tyr 
30 35 40 45 

He Pro Cys Tyr Gin Leu Phe Ser Phe Tyr Asn Ser Ser Gly Glu Val 
50 55 60 

Asn Glu Gin Ala Leu Lys Lys He Leu Ser Asn Val Lys Lys Asn Val 
65 70 75 

Val Gly Trp Tyr Lys Phe Arg Arg His Ser Asp Gin He Met Thr Phe 
80 85 90 

Arg Glu Arg Leu Leu His Lys Asn Leu Gin Glu His Phe Ser Asn Gin 
95 100 105 

Asp Leu Val Phe Leu Leu Leu Thr Pro 
110 115 



(2) INFORMATION FOR SEQ ID NO: 388: 

;i; SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 52 amino acids 
IS) TYPE: AMINO ACID 
<D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -32 . . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 8.8 

|j seq VPMLLLIVGGSFG/LR 

|j (>:i) SEQUENCE DESCRIPTION: SEQ ID NO: 388: 

Met Phe Ala Pro Ala Val Met Arg Ala Phe Arg Lys Asn Lys Thr Leu 
^ "30 -25 -20 

Gly Tyr Gly Val Pro Met Leu Leu Leu He Val Gly Gly Ser Phe Gly 
^ -15 -10 -5 

Leu Arg Glu Phe Ser Gin He Arg Tyr Asp Ala Val Lys Ser Lys Met 
15 10 15 

Asp Pro Glu Arg 
20 



(2} INFORMATION FOR SEQ ID NO: 389: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 139 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ill- MOLECULE TYPE : PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Lymph ganglia 

(xx) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -136. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 8.7 

seq AVAL S L F L G W L G A / D R 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 389: 

Mez Ala Ala Ala Trp Xaa Ser Gly Pro Ser Ala Pro Glu Al* Val Thr 
-135 -130 -125 

Ala Arg Leu Val Gly Val Leu Trp Phe Val Ser Val Thr r "- r C^y Pro 

"120 -115 -110 -105 

Trp Gly Ala Val Ala Thr Ser Ala Gly Gly Glu Glu ■--•i L'o Cvs 
& -100 -95 -90 
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Glu Asp Leu Lys Val Gly Gin Tyr 
-85 

Asp Ala Thr Gin Glu Pro Val Asn 

-70 -65 

Ser Cys Phe Pro Ala Pro Asn lie 
-55 -50 

Glu Thr His Phe Thr Gly Asn Glu 
-40 -35 

Cys Arg Asn Val Asn Gly Tyr Ser 
-20 

Leu Phe Leu Gly Trp Leu Gly Ala 
-5 



He Cys Lys Asp Pro Lvs He Asn 
-80 -75 

Cys Thr Asn Tyr Thr Ala His Val 
-60 

Thr Cys Lys Asp Ser Ser Glv Asn 
-45 

Val Gly Phe Phe Lys Pro He Ser 
-30 -25 

Tyr Lys Val Ala Val Ala Leu Ser 
-15 -10 

Asp Arg Phe 
1 



(2) INFORMATION FOR SEQ ID NO: 390: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 32 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -19. . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 8.6 

seq LLWLALACSPVHT/TL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 390: 



Met Arg Thr Leu Phe Asn Leu Leu Tro Leu Ala Leu Ala Cys S-- Pro 

-15 -10 ' -5 

Val His Thr Thr Leu Ser Lys Ser Asd Ala Lys Lys Ala Thr S*r Gly 

1 5 10 



(2} INFORMATION FOR SEQ ID NO: 391: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 91 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 
(vi) ORIGINAL SOURCE: 
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(A) ORGANISM: Homo Sapiens 
[=) TISSUE TYPE: Brain 

(ix) FEATURE: 

{A} NAME /KEY : sig_peptide 
(3) LOCATION: -42.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 8.6 

seq ASLFLLLSLTVFS/IV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 391: 



Met Asp Gly Gin Lys Lys Asn Trp Lys Asp Lys Val Val Asp Leu Leu 

-40 -35 -30 

Tyr Trp Arg Asp lie Lys Lys Thr Gly Val Val Phe Gly Ala Ser Leu 

-25 -20 -15 

Phe Leu Leu Leu Ser Leu Thr Val Phe Ser lie Val Ser Val Thr Ala 

-10 -5 1 5 

Tyr He Ala Leu Ala Leu Leu Ser Val Thr He Ser Phe Arg He Tyr 

10 15 20 

Lys Gly Val He Gin Ala He Gin Lys Ser Asp Glu Gly His Pro Phe 

25 30 35 

Arg Ala Tyr Leu Glu Ser Glu Val Ala He Ser 

40 45 



(2) INFORMATION FOR SEQ ID NO: 392: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 145 amino acids 
(3) TYPE: AMINO ACID 
( D ) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Umbilical cord 

$ (ix) FEATURE: 

(A) NAME/ KEY : sig_peptide 

(3) LOCATION: -18 . .-1 
-<g (C; IDENTIFICATION METHOD: Von Heijne matrix 

■|j (3) OTHER INFORMATION: score 8 . 5 

seq LVLGLVLPLILWA/DR 

(>:i) SEQUENCE DESCRIPTION: SEQ ID NO: 392: 



Met Val Ala Pro Gly Leu Val Leu Gly Leu Val Leu Pro Lou He Leu 

-15 -10 - r j 

Trp Ala Asp Arg Sor Ala Gly He Gly Phe Arg Phe Ala Ser Tvr lie 

1 5 10 
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Asp. Asp. Asp Met Val Leu Gin Lvs Glu Pro Ala Gly Ala Vai lie Trp 
15 20 • 25 30 

Gly Phe Gly Thr Pro Gly Ala Thr Val Thr Val Thr Leu Arg Gin Gly 
35 40 45 

>ri Gln G -Lu Thr 1 ^ Met Lys Lys Val Thr Ser Val Lys Ala His Ser Asp 

50 55 60 

J Thr Trp Met Val Val Leu Asp Pro Met Lys Pro Gly Gly Xaa Phe Glu 

1 65 70 75 

% 

Val Met Ala Gin Gin Thr Leu Glu Lys He Asn Phe Thr Leu Arg Val 
30 85 90 

SS His Asp Val Leu Phe Gly Asp Val Trp Leu Cys Ser Gly Gin Ser Asn 

" : 95 100 105 110 

Met Gin Met Thr Ala Arg Val Phe Arg Trp Arg His Val Xaa Gly Leu 
115 120 125 

Leu 



12) INFORMATION FOR SEQ ID NO: 393: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 93 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

<vi} ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Ovary 

(i:<) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3J LOCATION: -21. .-1 

(C) IDENTIFICATION METHOD: Von Heijne natrix 

( D) OTHER INFORMATION: score 8.5 

seq LLTIVGLI LPTRG/QT 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 393: 



Met Ser Pro Ser Gly Arg Leu Cys Leu Leu Thr lie Val Glv Leu lie 
-20 -15 -10 

Leu Pro Thr Arc Gly Gin Thr Leu Lys Asd Thr Thr v Ser Ser Ser 
"5 1 5 10 

Ala Asp Ser Thr He Met Asp He Gin Val Pro Thr Arg Ala Pro Asp 
15 20 ' 25 

Ala Val Tyr Thr Glu Leu Gin Pro Thr Ser Pro Thr £-ro Thr Trp Pro 
30 35 ::r, 
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Ala Asp Glu Thr Pro Gin Pro Gin Thr Gin Thr Gin Gin Leu Glu Glv 
45 50 55 

Thr Asp Gly Pro Leu Val Thr Asp Pro Glu Thr Pro Arg 
60 65 70 



(2) INFORMATION FOR SEQ ID NO: 394; 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 114 amino acids 
(3) TYPE: AMINO ACID 
(DJ TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -47, .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 8.3 

seq LALSSLLSLLLFA/GM 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 394: 



■ :ec Ar 9 Ile Ala Asn Arg Thr Arg Phe Ser Leu Pro Phe Leu Ala Arq 
-45 -40 -35 

Gly Ala Gly Trp Thr His Gly Arg Gly Met Met Val Val Gi v T h- Gly 
"30 -25 -20 

Thr Ser Leu Ala Leu Ser Ser Leu Leu Ser Leu Leu Leu Phe Ala Gly 
~^ -10 - 5 i 

Met Gin Met Tyr Ser Arg Gin Leu Ala Ser Thr Glu Tro Leu Thr Ile 
5 10 is 

Gin Gly Gly Leu Leu Gly Ser Gly Leu Phe Val Phe Ser Leu Th- Ala 
20 25 30 

Phe Asn Asn Leu Glu Asn Leu Val Phe Gly Lys Gly Phe G\n Ala Lys 
35 40 45 

Ile Phe Pro Glu lie Leu Leu Cys Leu Leu Leu Ala Leu Phe Ala Ser 
50 55 60 65 

Glv Pro 



INFORMATION FOR SEQ ID NO: 395: 

(i) SEQUENCE CHARACTERISTICS: 

'A: LENGTH: 3 6 amino acids 
it] TYPE: AMINO ACID 
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PCT/IB98/01222 



(ii) MOLECULE TYPE: PROTEIW 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
( F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
•| (3) LOCATION: -35. .-1 

"§j (C) IDENTIFICATION METHOD: Von Heijne matrix 

|j CD) OTHER INFORMATION: score 8.3 

seq NLLLLHC VSRS HS /QN 

(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 395: 



Met Val Leu Giy Gly Cys Pro Val Ser Tyr Leu Leu Leu Cvs Giy Gin 

-35 -30 -25 * -20 

Ala Ala Leu Leu Leu Gly Asn Leu Leu Leu Leu His Cvs Val Ser Arg 

-15 -10 ~ -5 

Ser His Ser Gin Asn Ala Thr Ala Glu Pro Glu Leu Thr Ser Ala Giy 

I 5 10 

Ala Ala Gin Pro Glu Gly Pro Gly Gly Ala Ala Ser Trp Glu Tvr Gly 

15 20 25 

Asp Pro His Ser Pro Val lie Leu Xaa Ser Tyr Leu Pro Aso Glu Phe 

30 35 40 * 45 

lie Glu Cys Glu Asp Arg 
50 



INFORMATION FOR SEQ ID NO: 3 96: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 125 amino acids 
(3; TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

{ A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

CF; TISSUE TYPE: brain 



ATURE: 

A) NAME/KEY : sig_pepcide 
3} LOCATION: -5 3 . . -1 

C; IDENTIFICATION METHOD : Von Heijr 
'D; OTHER INFORMATION: score 8.1 

seq IYALFLL", 



matrix 
C7A/CV 



(xi) SEQUENCE DESCRIPTION: SEQ ID MO: 396: 
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Mac Gly Ser Val Leu Gly Leu Cys Ser Met Ala Ser Tro lie Pro Cys 
-50 --45 ' -40 

Leu Cys Gly Ser Ala Pro Cys Leu Leu Cys Arg Cys Cys Pro Ser Gly 
-35 -30 -25 

^ Asn Asn Ser Thr Val Thr Arg Leu He Tyr Ala Leu Phe Leu Leu Val 

-20 -15 -10 

f 0. G1 V Cys Val Ala Cys Val Met Leu He Pro Gly Met Glu Glu Gin 

j "5 1 5 10 

Leu Asn Lys He Pro Gly Phe Cys Glu Asn Glu Lys Gly Val Val P^-o 
15 20 25 

$1 Cys Asn He Leu Val Gly Tyr Lys Ala Val Tyr Arg Leu Cys Phe Gly 

" 30 35 40 

Leu Ala Met Xaa Tyr Leu Leu Leu Ser Leu Leu Met He Lys Val Lys 
45 50 55 

Ser Ser Ser Asp Pro Arg Ala Ala Val His Asn Gly Phe 
60 65 70 



(2) INFORMATION FOR SEQ ID NO: 397: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 155 amino acids 
(3) TYPE: AMINO ACID 
(0) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

{A} ORGANISM: Homo Sapiens 
(?) TISSUE TYPE: Brain 

(ix) FEATURE : 

(A; NAME/ KEY: sig_peptide 
(3) LOCATION: -57 . . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
(3) OTHER INFORMATION : score 8 

seq IVRLVAFCPFASS/QV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3-)7: 



Met Val Leu Leu His Val Leu Phe Glu His Ala Val Gly Tyr Ala Leu 

-55 -50 -45 

Leu Ala Leu Lys Glu Val Glu Glu He Ser Leu Leu Gin Pro Gin Va 1 

-40 -35 -30 

Glu Glu Ser Val Leu Asn Leu Gly Lvs Phe His Ser He Val ^rg L^'- 

-25 -20 -15 -10 



val Ala Phe Cys Pro Phe Ala Ser Ser Gin Val AIo Leu Glu Asn Ala 
-5 1 
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Asn Ala Val Ser Glu Gly Val Val 
10 15 

Glu Thr His Leu Pro Ser Lys Lys 
25 30 

Asp Pro Lys lie Gly Ala Ala lie 
40 45 

Gin Thr Gly Gly Val He Ala Glu 
60 

Phe His Asn Leu Val Lys Gly Ser 
75 

His Ser Trp Gly Trp Asp Thr Ala 

90 95 



His Glu Asp Leu Arg Leu Leu Leu 
20 

Lys Lys Val Leu Leu Gly Val Gly 
35 

Gin Glu Glu Leu Glv Tyr Asn Cys 
50 * 55 

He Leu Arg Xaa Val Arg Leu His 
65 70 

Asp Arg Cys Xaa Gin Leu Val Lys 
80 85 

He Pro Met 



(2) INFORMATION 1 FOR SEQ ID NO: 398: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 62 amino acids 
(3} TYPE: AMINO ACID 
( D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
<F) TISSUE TYPE: Colon 



(::•:) FEATURE : 

(A) NAME /KEY: sig_peotide 
(3) LOCATION: -47. . - J. 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
■ 0 ) OTHER INFORMATION : score 7.9 

seq L L L ? R V L LTMASG / S ? 

(xi : SEQUENCE DESCRIPTION: SEQ ID NO: 398: 



Met Ser Gly Gly Arg Ala Pro Ala Val Leu Leu Gly Gly Val Ala Ser 

-45 -40 -35 

Leu Leu Leu Ser Phe Val Trp Met Pro Ala Leu Leu Pro Val A^a Ser 

-30 -25 -20 

Arg Leu le- Leu Leu Pro Arg Val Leu Leu Thr Met Ala S^r Gly Ser 

-15 -10 - 5 , 



Pro Pro ;nr Gin Pro Ser Pro Ala Ser Asp Ser Gly lie Gly 
5 10 15 



[2) INFORMATION FOR SEQ ID NO: 399: 
(i 1 SEQUENCE CHARACTERISTICS: 
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(A) LENGTH: 42 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR ' 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Brain 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -26. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7.8 

seq LVGFILFLTR3RG/RA 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 399: 



Met Val Ala Pro Val Trp Tyr Leu Val Ala Ala Ala Leu Leu Val Gly 

-25 -20 -15 

Phe lie Leu Phe Leu Thr Arg Ser Arg Gly Arg Ala Ala Ser Ala Gly 

-10 -5 l 5 

Gin Glu Pro Leu His Asn Glu Glu Pro Gly 
10 15 



(2) INFORMATION FOR SEQ ID NO: 400: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 131 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Brain 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -48." -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7.6 

seq FLLVRKLPPLCHG/L? 

(:•:!} SEQUENCE DESCRIPTION: SEQ ID MO: 4 00: 



Met Aia Val Leu Ala Pro Leu lie Ala Leu Val Tyr Ser Val Pro Arg 

-45 -40 -35 

Leu Ser Arg Trp Leu Aia Gin Pro Tyr Tvr Leu Leu Ser Ala Leu Leu 

"30 -25 -20 

Ser Aia Ala Phe Leu Leu Val Arg Lys Leu Fro Pro Leu Cys His Gly 



9906548A2_I_> 



m 



WO 99/06548 565 PCT/IB98/01222 

-15 -10 -5 

Leu Pro Thr Gin Xaa Glu Asp Gly Asn Pro Cvs Asp ?he Asp Trp Arg 
1 5 10 is 

Glu Val Glu lie Leu Met Phe Leu Ser Ala He Vai Met Met Lys Asn 
20 25 30 

Arg Arg Ser He Thr Val Glu Gin His He Gly Asn He Phe Met Phe 
35 40 45 

Ser Lys Val Ala Asn Thr He Leu Phe Phe Arg Leu Asp He Arg Met 
50 55 60 

Gly Leu Leu Tyr lie Thr Leu Cys He Val Phe Leu Met Thr Cys Lys 
65 70 75 80 

Pro Pro Leu 



(2) INFORMATION FOR SEQ ID NO: 401: 

{1} SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 148 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

{A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Testis 

(ix) FEATURE: 

(A) NAME /KEY: sig_peptide 
(3) LOCATION: -69. . -1 

iC; IDENTIFICATION METHOD: Von Heijr.e matrix 
{0} OTHER INFORMATION : score 7.6 

seq FLLVRKLPPLCHG/LP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 401: 



Met Val Gly Giu Ala Gly Arg Asp Leu Arg Arg Arg Arg Xaa Xaa Ala 
-65 -60 -55 

Val Thr Ala Xaa Lys Met Ala Val Leu Ala Pro Leu lie Ala Leu Val 
-50 -45 -40 

Tyr Ser Val Pro Arg Leu Ser Arg Trp Leu Ala Gin Pro Tvr Tyr Leu 
-35 -30 -25 

Leu Ser Ala Leu Leu Ser Ala Ala Phe Leu leu Val Arg Lys Leu Pro 
-20 -15 -10 

Pro Leu Cys His Gly Leu Pro Thr Gin Arg G'-u Asp Gly Asn Pro Cys 
-5 15 10 

Asp Phe Asp Trp Arg Glu Val Glu He Leu Xet Phe Leu Ser Ala He 
15 20 25 
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Val Met Met Lys Asn Arg Arg Ser lie Thr Val Glu Gin His lie Aia 
30 35 ' 40 

Asn lie Phe Met Phe Ser Lys Val Aia Asn Thr lie Leu Phe Phe Arg 
45 50 55 

Leu Asp lie Arg Met Gly Leu Leu Tyr lie Thr Leu Cys lie Val Phe 
60 65 70 75 

Leu Met Thr Cys 



(2) INFORMATION FOR SEQ ID MO: 402: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 139 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

!n) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(=) TISSUE TYPE: Brain 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -48. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7.6 

seq LLMLLLFLSELQY/YL 

i>:i) SEQUENCE DESCRIPTION: SEQ ID NO: 402: 



Met Glu Ala Leu Gly Lys Leu Lys Gin Phe Asd Ala Tyr Pro Lys Thr 

-45 -40 * -35 

Leu Giu Asp Phe Arg Val Lys Thr Cys Gly Glv Aia Thr Val Thr lie 

-30 -25 -20 

Val Ser Gly Leu Leu Met Leu Leu Leu Phe Leu Ser Glu Leu Gin Tyr 

-15 -10 -5 

Tyr Leu Thr Thr Glu Val His Pro Glu Leu Tyr Val Asd Lys Ser Arg 

1 5 10 ' 15 

Gly Asp Lys Leu Lys lie Asn lie Asp Vai Leu Phe Pro His Met Pro 

20 25 30 

Cys Aia Tyr Leu Ser lie Asp Ala Met Asp Val Aia Gly Glu Gin Gin 

35 40 45 

Leu Asp Val Glu His Asr. Leu Phe Lys Gin Arg Leu Asd Lvs Asd Gly 

50 55 60 ' ' 

lie Pro Val Ser Ser Glu Ala Glu Arc His Glu Leu Gly Lys Val Glu 

^ 5 "70 /5 80 
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Val Thr Val Phe Asp Pro Asp Ser Leu Asp Pro 
85 9*0 



(2) INFORMATION FOR SEQ ID NO: 403: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 144 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
% (F) TISSUE TYPE: Substantia nigra 

(ix) FEATURE: 

^ (A) NAME /KEY : sig_peptide 

(3) LOCATION: -48.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7.6 

seq FLLVRKLPPLCHG/L? 

fxi) SEQUENCE DESCRIPTION: SEQ ID NO: 403: 

; v" : Met Ala Val Leu Ala Pro Leu lie Ala Leu Val Tvr Ser Val Pro Arg 

-45 -40 ' -35 

Leu Ser Arg Trp Leu Ala Gin Pro Tyr Tyr Leu Leu Ser Ala L^u Leu 
"30 -25 -20 

Ser Ala Ala Phe Leu Leu Val Arg Lys Leu Pro Pro Leu Cvs His GW 
-15 -10 .5 

Leu Pro Thr Gin Arg Glu Asp Gly Asn Xaa Cys Aso Phe Asd TrD Arg 
15 10 15 

Glu Val Glu lie Leu Met Phe Leu Ser Ala lie Val Met Met Lys Asn 
20 25 30 

Arg Arg Ser He Thr Val Glu Gin His He Gly Asn He Phe Met Phe 
35 40 45 

$ Ser L V S Vai Aia Asn Thr lie Leu Phe Phe Arg Leu Asp He Arg M^t 

50 55 60 

4 Gly Leu Leu Xaa He Thr Leu Cys lie Val Phe Leu Met Thr Cys Lys 

| 65 7 ° 75 80 

Pro Pro Leu Tyr Met Gly Pro Glu Tyr He Xaa Tyr Phe Asn Asp Lys 
85 90 95 



(2) I M FORMAT I ON FOR SEQ ID MO: 404: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 117 amino acids 



BNSDOCIO: <WO 9906548A2_L> 



WO 99/06548 568 PCT/IB98/01222 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
^ (F) TISSUE TYPE: Testis 

{!:■:) FEATURE: 

.*j (A) NAME /KEY : sig_peptide 

W (B) LOCATION: -19. . -1 

§ (C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7.4 

seq PMLLRALAQAARA/GP 

0 <xi) SEQUENCE DESCRIPTION: SEQ ID NO: 404: 

Met Arg Cys Leu Thr Thr Pro Met Leu Leu Arg Ala Leu Ala Gin Aia 
-15 -10 -5 

Ala Arg Aia Gly Pro Pro Gly Gly Arg Ser Leu His Ser 3er iia Val 
1 5 10 

Ala Ala Thr Tyr Lys Tyr Val Asn Met Gin Asp Pro Glu Met Asp Met 

1 15 20 25 

Lys Ser Val Thr Asp Arg Ala Ala Arg Thr Leu Leu Trp Thr Glu Leu 
30 35 40 45 

Phe Arg Gly Leu Gly Met Thr Leu Ser Tyr Leu Phe Arg Glu Pro Aia 
50 55 60 

Thr He Asn Tyr Pro Phe Glu Lys Gly Pro Leu Ser Pro Arg Phe Arg 
65 70 75 

Giy Giu His Aia Leu Arg Arg Tyr Pro Ser Giy Glu Glu Arg Cys He 
30 85 90 

Ala Cys Lys Leu Cvs 
95 



(2) INFORMATION FOR SEQ ID NO: 405: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 131 amino acids 

(B) TYPE: .AMINO ACID 
H (D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 



(vi) 



ORIGINAL SOURCE: 
(A) ORGANISM: Homo Sapiens 
(?) TISSUE TYPE: Brain 

FEATURE: 
(A) NAME/KEY: sig_peptise 
(3; LOCATION: -19. .-1 



BNSDOCID: <WO 9906548A2_I_> 



WO 99/06548 569 PCT/IB98/01222 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7.4 

seq PMLLRALAQAARA/G? 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 405: 

$ Met Arg Cys Leu Thr Thr Pro Met Leu Leu Arg Ala Leu Ala Gin Ala 

' : -15 -10 -5 

fAla Arg Ala Gly Pro Pro Gly Gly Arg Ser Leu His Ser Ser Ala Val 
1 5 10 

Ala Ala Thr Tyr Lys Tyr Val Asn Met Gin Asp Pro Glu Met Asp Met 
15 20 25 

Lys Ser Val Thr Asp Arg Ala Ala Arg Thr Leu Leu Trp Thr Glu Leu 
30 35 40 45 

Phe Arg Gly Leu Gly Met Thr Leu Ser Tyr Leu Phe Arg Glu Pro Xaa 
50 55 60 

Thr lie Asn Tyr Pro Phe Glu Lys Gly Pro Leu Ser Pro Arg Phe Arg 
65 70 75 



Gly Glu His Ala Leu Arg Arg Tyr Pro Ser Gly Glu Glu Arg Cys He 
80 85 90 

Ala Cys Lys Leu Cys Glu Ala He Cys Pro Ala Gin Ala He Thr He 
95 100 105 

Glu Ala Glu 
110 



INFORMATION FOR SEQ ID NO: 406: 

{i} SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 116 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

{ F) TISSUE TYPE: Substantia nigra 

(ix! FEATURE: 

(A) NAME /KEY : sigjpept icie 
(3) LOCATION: -21 . . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7.4 

seq ILPLLFGCLGVFG/LF 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 406: 



D he He 



-20 



hr Ser Thr Ala 
-15 



>ro Leu Leu Phe Gly Cys 
-10 



BNSDOCID: <WO 9906548A2_I_> 
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570 
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Leu Giy Val Phe Gly Leu Phe Arg Leu Leu Gin Trp Val Arg Giy Lys 
-5 " 1-5 10 

Ala Tyr Leu Arg Asn Ala Val Val Val lie Thr Gly Ala Thr Ser Gly 
15 20 25 

Leu Gly Lys Glu Cys Ala Lys Val Phe Tyr Ala Ala Gly Ala Lys Leu 
30 35 40 

Gly Ala Leu Glu Glu Leu He Arg Glu 
55 

Lys Val Gin Thr His Lys Pro Tyr Leu 

70 75 

&i Val Xaa Xaa Asp Leu Thr Asp Ser Gly Ala He Val Ala Ala Ala Ala 

" u 80 95 90 

Glu lie Cys Ser 
95 



.'ai Leu Cys Gly Arg Asn Gly 
4 5 50 



Leu Thr Ala Ser His Ala Thr 
60 65 



2) INFORMATION FOR SEQ ID NO: 407: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 4 7 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

ivi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Lymph ganglia 

(!:<} FEATURE: 

(A) NAME/ KEY : sig_pept ice 
(3) ' LOCATION: -2 9. . - I 

(C) IDENTIFICATION METH ZD : Von Heijne matrix 
{ D } OTHER INFORMATION: score 7.4 

seq LLLVTWVFTPVTT/EI 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 407: 



>c His Pro Ala Val Phe Leu Ser Leu Pro Asp Leu Arg Cys Ser Leu 
-25 -20 -15 

ru Leu Leu Val Thr Trp Val Phe Thr Pro Val Thr Thr Glu lie Thr 
-10 -5 1 

rr Leu Asp Thr Glu Xaa lie Asp Glu lie Leu Asn Asn Ala Leu 

5 10 15 



- INFORMATION FOR SEQ ID NO: 4 0::: 
■' i; SEQUENCE CHARACTERISTICS: 



BNSDOCtD: <WO 9906548A2_L> 



WO 99/06548 



571 
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(A; LENGTH: 63 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR - 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Brain 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -20. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7.4 

seq LVFCVGLLTMAKA/ES 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 408: 



Met Aia Ser Leu Gly His lie Leu Val Phe Cys Val Gly Leu Leu Thr 

-20 -15 - 10 _ 5 

Mst Ala Lys Ala GIu Ser Pro Lys GIu His Asp Pro Phe Thr Tyr Asp 

1 5 10 

Tyr Gin Ser Leu Gin He Gly Gly Leu Val lie Ala Gly He Leu Phe 

15 20 25 

He Leu Gly lie Leu He Val Leu Ser Arg Arg Cys Arg Phe Arg 

30 35 40 



IN FORMAT I ON FOR SEQ ID NO: 409: 

(i) SEQUENCE CHARACTERISTICS : 

(A; LENGTH: 138 amino acids 
(3; TYPE: AMINO ACID 
\u) TOPOLOGY : LINEAR 

(ii) MOLECULE TYPE : PROTEIN 

(vi) ORIGINAL SOURCE: 

■A; ORGANISM: Homo Sapiens 
(?) TISSUE TYPE: Spleen 

(ix) FEATURE: 

' A } NAME /KEY : s ig_pept ide 
LOCATION: -23. .-1 

IDENTIFICATION METHOD: Von Heijne matrix 
OTHER INFORMATION: score 7.3 

seq ALSLLLV5GSLLP/GP 

(xi) SEANCE DESCRIPTION: SEQ ID NO: 409: 



L,eu Pro Ser Ala Leu Ala Leu Ser Leu Leu L*-u 
-15 -10 



'I 



WO 99/06548 572 PCT/IB98/0I222 

-5 I 5 

Arg lie Val Thr Ser Glu Glu Val He He Arg Asp Ser Pro Val Leu 
10 15 20 25 

Pro Val Thr Leu Gin Cys Asn Leu Thr Ser Ser Ser His Thr Leu Thr 
30 35 40 

Tyr Ser Tyr Trp Thr Lys Asn Gly Val Glu Leu Ser Ala Thr Arg Lys 
45 50 55 

Asn Ala Ser Asn Met Glu Tyr Arg lie Asn Lys Pro Arg Ala Glu Asp 
60 65 70 

Ser Gly Glu Tyr His Cys Val Tyr His Phe Val Ser Ala Pro Lys Ala 
75 80 85 

Asn Ala Thr lie Glu Val Lys Ala Ala Pro Asp He Thr Gly His Lys 
90 95 100 105 

Arg Ser Xaa Asn Lys Asn Glu Gly Gin Asp 
110 115 



(I) INFORMATION "OR SEQ ID NO: 410: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 96 amino acids 
;3) TYPE: AMINO ACID 
{0} TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

;?) TISSUE TYPE: Lymph ganglia 

\ A ) M AM E / KE Y : s i g_p e p t i de 
[?) LOCATION: -36. .-1 

::• IDENTIFICATION METHOD: Von Heijne matrix 
[0) OTHER INFORMATION: score 7.2 

seq IMLLSLAAFSVIS/VV 

(xii SEQUENCE DESCRIPTION: SEQ ID NO: 410: 



La 



r.is Asp Leu He Phe Trp Arg Asp Val Lys Lys Thr Gly 

-35 -30 -25 

Val ?he L-iy Thr Thr Leu He Met Leu Leu Ser Leu Ala Ala Phe 

-15 -10 -5 

Val li-e Val Val Ser Tyr Leu He Leu Ala Leu Leu Ser Val 

1 5 10 

lie S Arg He Tyr Lys Ser Val He Gin Ala Val Gin Lys 

15 20 25 

Glu G-u J . y -iis Pro Phe Lys Ala Tyr Leu Asp Val Aso He Thr 



BNSDOCID: <WO 9906546A2_I_> 



8 

■'at 
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30 35 40 

Leu Ser Ser Glu Ala Phe His Asn Tyr Met Asn Ala Ala Met Val His 



60 



45 50 55 



{2} INFORMATION FOR SEQ ID NO: 411: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 90 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Lymph ganglia 

(ix) FEATURE: 

■A) NAME /KEY : sig_peptide 
i'3! LOCATION : -32 . . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
(O) OTHER INFORMATION: score 7.1 

seq LLWTLLLFAAPFG/LL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 411: 



Met Xaa Gly Ser Val Glu Cys Thr Xaa Gly Trp Gly His Cys Ala Pro 

-30 -25 -20 

Ser Pro Leu Leu Leu Trp Thr Leu Leu Leu Phe Ala Ala Pro Phe Glv 

-15 -10 -5 

Leu Leu Gly Glu Lys Thr Arg Gin Val Ser Leu Glu Val lie Pro Asp 

1 5 10 15 

Trp Leu Gly Pro Leu Gin Asn Leu Leu His He Arg Ala Val Gly Th- 

20 25 30 

Asn Ser Thr Leu His Tyr Val Trp Ser Ser Leu Gly Pro Leu Ala Val 

35 40 45 

Val Met Val Ala Thr Asn Thr Pro Pro Gly 

50 55 



(2) INFORMATION FOR SEQ ID NO: 412: 



iCE CHARACTERISTICS: 
LENGTH: 97 amino acids 
TYPE : AMINO ACID 
TOPOLOGY: LINEAR 

MJLE TYPE: PROTEIN 

INAL SOURCE: 
ORGANISM: Homo Saoieas 



BNSDOCID: <WO 9906548A2_L> 



WO 99/06548 574 PCT/IB98/01222 

i?) TISSUE TYPE: Normal prostate 

<ix) FEATuRE: 

NAME /KEY : sigjpeptide 
(r) LOCATION : -29.. -1 

:c: IDENTIFICATION METHOD: Von Heijne matrix 
\D) OTHER INFORMATION: score 7.1 

seq L I FLCGAAL LAVG / 1 W 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 412: 

Met Gin Cys Phe Ser Phe lie Lys Thr Met Met lie Leu Phe Asn L-u 
"25 -20 -is 

Leu lie Phe Leu Cys Gly Ala Ala Leu Leu Ala Val Gly lie Trp Val 

-5 l 

Ser He Asp Gly Ala Ser Phe Leu Lys lie Phe Gly Pro Leu Ser S<=- 
5 10 15 

Ser Ala Met Glr. Phe Val Asn Val Gly Tyr Phe Leu lie Ala Ala Gly 
23 25 30 35 

Val Val Val Phe Ala Leu Gly Phe Leu Gly Cys Xaa Gly Ala Lys Xaa 
40 45 50 

Giu Xaa Lys Cys Ala Leu Val Thr Phe Phe Phe He Leu Leu Leu lie 
55 60 65 

Phe 



INFORMATION FOR SEQ ID NO: 4 1 3 : 

SEQUENCE CHARACTERISTICS : 

•;A; LENGTH: 120 amino acids 
IB) TYPE: AMINO ACID 
:c; TOPOLOGY: LINEAR 



:ULE TYPE: PROTEIN 



Arc 



ORIGINAL SOURCE: 
{A; ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Testis 

( A ■ NAME /KEY : sigjpeptide 
■5) LOCATION: -32.*. -1 

IDENTIFICATION METHOD: Von Heijne matrix 
;:: OTHER INFORMATION: score 7.1 

seq LLWTLLLFAAPFG/LL 

■ :E:.-;e::CS DESCRIPTION: SEQ ID NO: 413: 



y Val Glu Cys In: Trp Gly Xaa Gly His Cys Ala Pro 

"2 5 -2 0 

L--J Leu Trp Thr Le- Leu Leu Phe Ala Ala Pro Phe Giv 
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-15 -10 -5 

Leu Leu Gly Glu Lys Thr His Gin Val Ser Leu Glu Val lie o ro Asn 
15 10 15 

Trp Leu Gly Pro Leu Gin Asn Leu Leu His lie Arg Xaa Val Gly Thr 
20 25 30 

Asn Ser Thr Leu His Tyr Val Trp Ser Ser Leu Gly Pro Leu Ala Val 
35 40 45 

Val Met Val Ala Thr Asn Thr Pro His Ser Thr Leu Ser Val Asn Tro 



m 50 55 60 

Ser Leu Leu Leu Ser Pro Glu Pro Asp Gly Gly Leu Met Val Leu Pro 
65 70 75 80 

Lys Asp Ser lie Gin Phe Ser Ser 
85 



[2) INFORMATION FOR SEQ ID MO: 414: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 66 amino acids 
•M (3) TYPE: AMINO ACID 

' □ ) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Lymphocytes 

(i:<) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -15.". -1 

;C) IDENTIFICATION METHOD: Von Heijr.e matrix 
(C! OTHER INFORMATION : score 7 

seq LRLLKLAATSASA/RV 

SEQUENCE DESCRIPTION: SEQ ID NO: 414: 

& *' lec Aia Le ' J Ar '3 Leu Leu Lys Leu Ala Ala Thr Ser Ala Ser Ala Arq 

* "15 -10 -5 1 

Val Val Ala Ala Gly Aia Gin Arg Val Arg Gly lie His Ser Ser Val 
4 5 10 15 



Gi " c "/ s '-ys Ls-j Arg Tyr Gly Met Trp His Phe Leu Leu Gly Asp Lys 
-° 25 30 

Ala 3-r .V/3 Arg Leu Thr Glu Arg Ser Arg Val lie Thr Val Aso Gly 
^ - 4 0 45 

50 



BNSDOCID: <WO 9906548A2_1_> 



WO 99/06548 



576 
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>) INFORMATION FOR SEQ ID NO: 415: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 116 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii> MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -65. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7 

seq IGHFLCLVILVYC/AE 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 415: 



Met Pro Ser Ala Phe Ser Val Ser Ser Phe Pro Vai Ser lie Pro Ala 
-65 -60 -55 -50 

Val Leu Thr Gin Thr Asp Trp Thr Glu Pro Trp Leu Met Gly Leu Ala 
-45 -40 -35 

Thr Phe His Ala Leu Cys Val Leu Leu Thr Cys Leu Ser Ser Arg Ser 
-30 -25 -20 

Tyr Arg Leu Gin He Gly His Phe Leu Cys Leu Val He Leu Val Tyr 
-15 -10 - 5 

Cys Ala Glu Tyr He Asn Glu Ala Ala Ala Met Asn Trp Arg Leu Phe 
15 10 15 

Ser Lys Tyr Gin Tyr Phe Asp Ser Arg Gly Met Phe He Ser He Val 
20 25 30 

Phe Ser Ala Pro Leu Leu Val Asn Ala Met He He Val Val Met Tro 
35 40 45 

Val Tro Lvs Thr 



NATION FOR SEQ ID NO: 416: 

SEQUENCE CHARACTERISTICS: 

■A: LENGTH: 153 amino acids 
!3; TYPE: AMINO ACID 
j. TOPOLOGY : LINEAR 

MOLECULE TYPE: PROTEIN 

ORIGINAL SOURCE: 
0-0; ORGANISM: Homo Sapiens 



_9906548A2J_> 



WO 99/06548 

(?) TISSUE TYPE: Testis 



PCMB98/01222 



.': (ix) FEATURE : 

(A) NAME /KEY : sig^peptide 
(3) LOCATION: -154 . . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.7 

seq ALGILVVAGCSFA/IR 

m 

(:<i) SEQUENCE DESCRIPTION: SEQ ID NO: 416: 

| 

|jj Met Ala Leu Pro His Gin Glu Pro Lys Pro Gly Asp Leu He Giu He 

-150 -145 * -140 

Phe Arg Leu Gly Tyr Glu His Trp Ala Leu Tyr He Xaa Asp Gly Tyr 
$ -135 -130 -125 

Val He His Leu Ala Pro Pro Ser Glu Tyr Pro Gly Ala Gly Ser Ser 
■*? -120 -115 ^ -110 

Ser Val Phe Ser Val Leu Ser Asn Ser Ala Glu Val Lys Arg Glu Arg 
-105 -100 -95 

Leu Glu Asp Val Val Gly Gly Cys Cys Tyr Arg Val Asn Asn Ser Leu 
-90 -85 -80 -75 

Asp His Glu Tyr Gin Pro Arg Pro Val Glu Val He He Ser Ser Ala 
3 -70 -65 -60 

Lys Glu Met Val Gly Gin Lys Met Lys Tyr Ser He Val Ser Arg Asn 
-55 -50 -45 

Cys Glu His Phe Val Thr Gin Leu Arg Tyr Gly Lys Ser Arg Cys Lys 
-40 -35 -30 

Gin Val Giu Lys Ala Lys Val Glu Val Gly Val Ala Thr Ala Leu Gly 
-25 -20 -15 

He Leu Val Val Ala Gly Cvs Ser Phe Ala He Arg Arg Tyr Gin Lys 
-10 -5 1 5 

Lys Ala Thr 



#j (2) INFORMATION FOR SEQ ID MO: 417: 

U) SEQUENCE CHARACTERISTICS: 
^ (A) LENGTH: 125 amino acids 

:|j (3) TYPE: AMINO ACID 

•0) TOPOLOGY: LINEAR 

'n; MOLECULE TYPE: PROTEIN 

:v:; ORIGINAL SOURCE : 

■;A) ORGANISM: Homo Sapiens 

iT) TISSUE TYPE: Hypertrophic prostate 

1:: ■ FEATURE: 

' A : NAME /KEY : 5 1 g_pept ide 



BNSDOCID: <WO 9906548A2_t_> 



3S 
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(3) LOCATION: -70. .-1 

(C; IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 6.7 

seq LAFSLPALPLAEL/QP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4 17: 



Met Ala Ala Ser Thr Ser Met Val Pro Val Ala Val Thr Ala Ala Val 
-70 -65 -60 -55 

Ala Pro Val Leu Ser lie Asn Ser Asp Phe Ser Asp Leu Arg Glu lie 
-50 -45 -40 

Lys Lys Gin Leu Leu Leu He Ala Gly Leu Thr Arg Glu Arg Gly Leu 
-35 -30 -25 

Leu His Ser Ser Lys Trp Ser Ala Glu Leu Ala Phe Ser Leu Pro Ala 
-20 -15 -10 

Leu Pro Leu Ala Glu Leu Gin Pro Pro Pro Pro He Thr Glu Glu Asp 
-5 1 5 10 

Ala Gin Asp Met Asp Ala Tyr Thr Leu Ala Lvs Ala Tyr Phe Asp Val 
15 20 25 

Lys Glu Tyr Asp Arg Ala Ala His Phe Leu His Gly Cys Asn Ala Arg 
30 35 40 

Xaa Ala Tyr Phe Leu Tyr Met Tyr Ser Arg Tyr Leu Ser 
45 50 55 



INFORMATION FOR SEQ ID NO: 418: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 94 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(11) MOLECULE TYPE: PROTEIN 

ORIGINAL SOURCE: 
(A) ORGANISM: Homo Sapiens 
(?) TISSUE TYPE: Hypertrophic prostate 



I 



ATURE: 

A) NAME /KEY : sig_peptide 
3) LOCATION: -24 . . -1 

C) IDENTIFICATION METHOD: Von Heijne matrix 

D) OTHER INFORMATION : score 6.6 

seq KMVHLLVLSGAWG/MQ 



SEQUENCE DESCRIPTION: SEQ ID MO: 4 18: 



.7 Gly Asn Leu Gly Gly Leu He Lys Met Val His 
-20 -15 -in 



Leu 



Hy Ala Trp Gly Met Gin Met Trp Val Thr Phe Val 



BNSDOCID: <WO 9906546A2J_> 
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5 

Ser Gly Phe Leu Leu Phe Arg Ser Xeu Pro Arg His Thr Phe Gly Leu 
10 15 20 

Val Gin Ser Lys Leu Phe Pro Phe Tyr Phe His He Ser Met Gly Cys 
25 30 35 ' ,io 

Ala Phe He Asn Xaa Cys He Leu Ala Ser Gin His Ala Trp Ala Gin 
45 50 * 55 

Leu Thr Phe Trp Glu Ala Ser Gin Leu Tyr Leu Leu Phe Leu 
60 65 70 



WO 99/06548 



(2} INFORMATION FOR SEQ ID NO: 419: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 87 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ill MOLECULE TYPE: PROTEIN 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE : 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -31 . .-1 

(C) IDENTIFICATION METHOD : Von Heijne matrix 

(D) OTHER INFORMATION: score 6.6 

seq LLLASGTTLFCTS / FY 

SEQUENCE DESCRIPTION: SEQ ID MO: 419: 



Xe- Ala Gly Pro Ala 
-60 

Ala Ala Ala Leu Gly 



Asp Ala Tyr Gly 
-45 

r.-.T Leu His Ser Leu 
-30 



Ala Ala Phe Arg Arg Leu 
-75 

Phe Ala Ser Tyr Gly Ala 
-60 -55 

Lys Glu Leu Phe Asp Lys 
-40 

Ala Leu Leu Gly Val Pro 
-25 



Gly Ala Leu Ser Glv 
-70 

His Gly Ala Xaa Phe 
-50 

Ala Asn Lys His His 
-35 

His Cys Arg Lys Pro 
-20 



WO 99/06548 



580 
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iii SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 4 6 amino* acids 
{ 3 ) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

Ui) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(?) TISSUE TYPE: Testis 

(i:<) FEATURE: 

(A) NAME /KEY : sig__peptide 

(B) LOCATION: -21..-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.5 

seq LLTLLLPPPPLYT/RH 

(xi> SEQUENCE DESCRIPTION: SEQ ID NO: 420: 



:-:et Gly His Arg Phe Leu 
-20 

Pro Pro Leu Tyr Thr Arg 

-5 1 

Pro Pro Lys Arg Ser Arg 
15 



Arg Gly Leu Leu Thr 
-15 

His Arg Met Leu Gly 
5 

Ser Lys Leu Met Ala 
20 



Leu Leu Leu Pro Pro 
-10 

Pro Giu Ser Val Pro 
10 

Pro Pro Arg 
25 



(2) INFORMATION FOR SEQ ID NO: 421: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 80 amino acids 
(3) TYPE: AMINO ACID 
{ D ) TOPOLOGY: LINEAR 

Cli) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM : Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

{A} NAME/ KEY : sig_peptide 
(3] LOCATION: -20 . . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
(D/ OTHER INFORMATION: score 6.5 

seq ILFLLPSICSSNS/TG 

•xi,. SEQUENCE DESCRIPTION: SEQ ID NO: 421: 



■J Leu Leu Gin Val Thr lie Leu ?ne Leu Leu Pro 3^- II* Cys 
-15 -10 -s 

Asn Ser Thr Gly Val Leu Giu Ala Ala Asn Asn Ser Leu Val 



9906548A2_I_> 
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Val Thr Thr Thr Xaa Pro Ser lie "Thr Thr Pro Asn Thr Glu Ser Leu 
15 20 25 

Gin Lys Asn Val Val Thr Pro Thr Thr Gly Thr Thr Xaa Lys Gly Thr 
30 35 40 

He Thr Asn Glu Leu Leu Lys Met Ser Leu Met Ser Thr Ala Xaa Phe 
45 50 55 60 



INFORMATION FOR SEQ ID NO: 422: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 117 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(Fj TISSUE TYPE: Lung (cells) 

(ix) FEATURE: 

{A} NAME /KEY : sig_peptide 
(3) LOCATION: -19.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
{ D) OTHER INFORMATION: score 6.3 

seq VLMRLVASAYSIA/QK 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 422: 



let Ala Ser Ser Asn Thr Val Leu Met Arg Leu Val Ala Ser Ala Tyr 

-15 -10 -5 

;-r He Ala Gin Lys Ala Gly Met He Val Arg Arg Val lie AU Glu 

I 5 io 

;iy Asp Leu Gly He Val Glu Lys Thr Cys Ala Thr Asd Leu Gin Thr 

15 20 25 

-75 Ala Asp Arg Leu Ala Gin Met Ser He Cys Ser Ser Leu Ala Arg 

30 35 40 45 

./o Phe Pro Lys Leu Thr He He Gly Glu Glu Asd Leu Pro Ser Glu 

50 55 * 60 

Val Asp Gin Glu Leu He Glu Asp Ser Gin Trp Glu Glu He Leu 

65 70 75 

... .< 'JLr. fro Cys Pro Ser Gin Tyr Ser Ala lie Lys Glu Glu Asp Leu 

30 35 90 

' v i 1 Trp 7a 1 Asp 
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■,:) INFORMATION FOR SEQ ID NO: 4 23: 

(i) sequence: characteristics: 

(A) LENGTH: 117 amino acids 

(B) TYPE: AMINO ACID 
CD) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Brain 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
^ (B) LOCATION: -15. .-1 

''! (C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.3 

seq SSCVLLTALVALA/AY 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 423: 

Mot Arg Ser Ser Cys Val Leu Leu Thr Ala Leu Val Ala Leu AU Ala 
-15 -10 -5 X 

fl Tyr Tyr Val Tyr lie Pro Leu Pro Glv Ser Val Ser Asd Pro T-o Lys 

4 5 10 15 

Leu Met Leu Leu Asp Ala Thr Phe Arg Gly Ala Gin Gin Val Ser Asn 
20 25 30 

Leu lie His Tyr Leu Gly Leu Ser His His Leu Leu Ala Leu Asn Phe 
35 40 45 

lie Val Ser Phe Gly Lys Lys Ser Ala Trp Ser Ser Ala Gin Val 
:o 5 5 60 65 

Lys Val Thr Asp Thr Asp Phe Asp Gly Val Glu Val Arg Val Phe Glu 
70 75 SO 

oly Pro Pro Lys Pro Glu Glu Pro Leu Lys Arg Ser Val Val Tyr He 
85 90 95 

ii.Lo Gly Xaa Gly Trp 
£j 100 



I -FORMATION FOR SEQ ID NO: 424: 

;i) SEQUENCE CHARACTERISTICS: 

■A) LENGTH: 7 4 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

Ui) MOLECULE TYPE: PROTEIN 

vi j ORIGINAL SOURCE: 

'A) ORGANISM: Homo Saoiens 
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(D) DEVELOPMENTAL STAGE: fetal 
( F ■ TISSUE TYPE: brain 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -26. . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.3 

seq GVGLVTLLGLAVG/SY 

{xi) SEQUENCE DESCRIPTION: SEQ ID NO: 424: 



Met: Gly He Gin Thr Ser Pro Val Leu Leu Ala Ser Leu Gly Val Gly 

-25 -20 -is 

Leu Val Thr Leu Leu Gly Leu Ala Val Gly Ser Tyr Leu Val Arg Arg 

-10 -5 15 

3er Arg Arg Pro Gin Val Thr Leu Leu Asp Pro Asn Glu Lys Tyr Leu 

1C 15 20 

Lev. Arg Leu Leu Asp Lys Thr Thr Val Ser His Asn Thr Lvs Arg Phe 

25 30 35 

Arg ?ne Ala Leu Pro Thr Ala His His Met 

40 45 



(2) INFORMATION FOR SEQ ID NO: 425: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 88 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(v:) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: brain 

(ix) FEATURE: 

(A; NAME /KEY : sig_peptide 
* (3) LOCATION: -69. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.3 

^ seq ILLIVLFLDAVRE/VR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 425: 



Gin Trp Ala Ala Val Ala Thr Phe Leu Tvr Ala Glu He 
-65 -60 -55 



-eu He Leu He Phe Cys Leu Pro Phe He Pro Pro Gin Arg Trp 
-50 -45 -40 

-.V3 :H ?he Ser Phe Asn Val Trp Gly Lys He Ala Thr Phe Tro 
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-30 -25 



\sn Lys Ala Phe Leu Thr lie He He Leu Leu He Val Leu Phe Leu 
-20 -15 -10 

\sp Ala Val Ar; Glu Val Arg Lys Tyr Ser Ser Val His Thr lie Glu 
"5 1 5 10 

-y:3 Ser Ser Thr Ser Arg Pro Arg 



(2) INFORMATION 1 FOR SEQ ID NO: 426: 

(i) SEQUENCE CHARACTERISTICS: 

(A; LENGTH: 94 amino acids 
(3) TYPE: AMINO ACID 
CD} TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi; ORIGINAL SOURCE: 

{A- ORGANISM: Homo Sapiens 

iD) DEVELOPMENTAL STAGE : Fetal 

(?) TISSUE TYPE: kidney 

( i :■: ) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3} LOCATION: -85. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.2 

seq FLDFCVYIPLSWG/FC 

(:<i; SEQUENCE DESCRIPTION: SEQ ID NO: 426: 



Pro Ser Glu Gly Arg Cys Trp Glu Thr Leu Lys Ala Leu Arg Ser 
-30 -75 -70 

J-rr Asp Lys Gly Arg Leu Cys Tyr Tyr Arg Asp Trp Leu Leu Arg Arg 
-65 -60 -55 

Glu Val Ser Gly Gly Pro Gly Gly Arg Arg Pro Phe Arg Pro Leu Ala 
-50 -45 -40 

Thr Glu Thr Phe Ser Leu Ala Val Glv Thr Phe Cvs Ser Arg Glu Pro 
-35 -30 ' -25 

V--.1 Gin Ser Asp. Asn Leu His Leu Phe Leu Aso Phe Cvs Val Tyr lie 
-20 -15 -10 

: ro Leu Ser Trp Gly Phe Cys Pro Leu Gin Pro lie Leu Ala 

1 5 
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i B 1 TYPE: AMINO ACID 
■D'- TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

i A ' ORGANISM: Homo Sapiens 

;?} TISSUE TYPE : Umbilical cord 

U>:) FEATURE: 

(A) NAME/ KEY : sig_peptide 
(3) LOCATION: -2 4 . . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
(0) OTHER INFORMATION: score 6.2 

seq AILGSTWVALTTG/AL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 427: 

Met Thr Lys Leu Ala Gin Trp Leu Trp Gly Leu Ala lie Leu Gly S-r 
"20 -15 - 10 

Tnr Trp Val Aii Leu Thr Thr Gly Ala Leu Gly Leu Glu Leu Pro Leu 

Ser Cys Gin Glu Val Leu Trp Pro Leu Pro Ala Tyr Leu Leu Val S«r 
10 15 20 

Ala Gly Cys Tyr Ala Leu Gly Thr Val Gly Tyr Arg Val Ala Thr Phe 
25 30 35 " 40 

Hrs Asp Cys Glu Asp Ala Ala Arg Glu Leu Gin Ser Gin lie Gin Glu 
^5 50 55 

Ala Arg Ala Asp Leu Ala Arg Xaa Gly Cys Ala Ser Asp Ser Leu Xaa 

6: ' 65 70 

Pro ?ae Leu Cys Gly Gin Pro Phe Leu Pro Phe Pro lie Lys Glu °ro 
75 SO 35 



[2] INFORMATION FOR SEQ ID NO: 423: 

(i) SEQUENCE CHARACTERISTICS: 

(A! LENGTH: 55 amino acids 



■IB; TYPE: AMINO ACID 
iZ) TOPOLOGY: LINEAR 

•ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

;A' ORGANISM: Hc.to Sapiens 

(r; TISSUE TYPE: Normal prostate 

UM) FEATURE: 

^ A; NAME/KEY: sig_peptide 

= LOCATION: -21 . . -1 

I IDENTIFICATION METHOD : Von He Line matrix. 
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(0) OTHER INFORMATION': score 6.2 

seq FLVSNMLLAEAYG/SG 

(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 428: 



Met Leu Leu Ala Trp Val Gin Ala Phe Leu Val Ser Asn Me- Leu Leu 
"20 -15 -io 

Ala Glu Ala Tyr Gly Ser Giy Gly Cys Phe Trp Asp Asn Giy His Leu 
- 5 1 5 io 

Tyr Arg Glu Asp Gin Thr Ser Pro Ala Pro Gly Leu Arg Cvs Leu Asn 
15 20 ' 25 

Trp Leu Asp Ala Gin Ser Gly 
30 



INFORMATION FOR SEQ ID NO: 429: 

U) SEQUENCE CHARACTERISTICS: 

(A) LENGTH; 126 amino acids 
(3) TYPE: AMINO ACID 
( 0 ) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
f F) TISSUE TYPE : Brain 

fix} FEATURE: 

(A) NAME /KEY : sig_peptide 
(3} LOCATION: -4 1. .-1 

(C) IDENTIFICATION METHOD: Von Heijr.e matrix 
(D} OTHER INFORMATION: score 6.2 

seq SVLVLLLLAVLYE/GI 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 429: 



Ala Met His Phe lie Phe Ser Asp Thr Ala Val Leu Leu Phe His 

-40 -35 -30 

Trp Ser Val His Ser Pro Ala Gly Met Ala Leu Ser Vai Leu Val 

-20 -15 -io 

leu Leu Leu Ala Val Leu Tyr Glu Gly lie Lys Val Glv Lys Ala 
" 5 1 5 

Leu Leu Asn Gin Val Leu Val Asn Leu Pro Thr Ser Il<= Se- G'r. 
10 i - ™ 
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Ser Leu He His Val He Gin Val Val lie Gly Tyr Phe He Met Leu 

60 65 70 

Ala Val Met Ser Tyr Asn Thr Trp lie Phe Leu Gly Val Val 

75 ' 80 85 



(2) INFORMATION FOR SEQ ID NO: 430: 

;$ (i) SEQUENCE CHARACTERISTICS: 
t| (A) LENGTH : 78 amino acids 

J (3) TYPE: AMINO ACID 

■;1 (D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Normal prostate 

(ix; FEATURE: 

{ A J NAME /KEY : si g_pe ? tide 
(3) LOCATION: -75 . . -I 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
vD) OTHER INFORMATION: score 6.2 

seq WXXSVLXTTCXS/SQ 

(>:i) SEQUENCE DESCRIPTION: SEQ ID NO: 4 30: 



Met Lys Gin Val His Gin Cys He Giu Arg Cys His Val Pro Leu Ala 
-"75 -70 * -65 -60 

Gir. Ala Gin Ala Leu Val Thr Ser GIu Leu Glu Lys Phe Gin Aso Ar^ 
-55 -50 -45 

Leu Ala Arg Cys Thr Met His Cys Asn Asp Lys Ala Lys Asp Ser He 
-40 -35 * -30 

Asp Ala Gly Xaa Lys Glu Leu Gin Val Lys Gin Gin Leu Xaa Val val 
-25 -20 -15 

Xaa Xaa Ser Val Leu Xaa Thr Thr Cys Xaa Ser Ser Gin Leu 
-10 -5 * 1 



INFORMATION FOR SEQ ID NO: 431: 

(i) SEQUENCE CHARACTERISTICS: 

(A; LENGTH: 39 ammo acids 
{3} TYPE: AMINO ACID 
ID; TOPOLOGY: LINEAR 

( ii ) MOLECULE TYPE : PROTEIN 

[vi: ORIGINAL SOURCE: 

;A) ORGANISM: Homo Sapiens 
■:F) TISSUE TYPE: 3:a:r. 
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(i:<) FEATURE: 

{ A ) NAME/ KEY: s i g_p e p t i de 
(3) LOCATION: -27 . . -I 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

( D) OTHER INFORMATION: score 6.2 

seq LLAALMLVAMLQL/LY 

(>:i) SEQUENCE DESCRIPTION: SEQ ID NO: 431: 



Met Gin Met Ser Tyr Ala lie Arg 
-25 -20 

Ala Ala Leu Met Leu Val Ala Met 
-10 -5 

Leu Ser Gly Leu His Gly Pro 
10 



Cys Ala Phe Tyr Gin Leu Leu Leu 
-15 

Leu Gin Leu Leu Tyr Leu Ser Leu 
1 * 5 



(2) INFORMATION FOR SEQ ID NO: 432: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 60 amino acids 
(3) TYPE: AMINO ACID 
(3} TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE : Umbilical cord 

fix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(5) LOCATION: -19. ".-1 

(0) IDENTIFICATION METHOD: Von Heijne matrix 
O; OTHER INFORMATION : score 6.1 

seq 1 1 LL I HTMQVCTT / H ? 

SEQUENCE DESCRIPTION: SEQ ID MO: 4 32: 



Met Met Thr Gin Thr Cys lie lie Leu Leu lie His Thr Met GLn Val 
-15 -10 -5 

Cys Thr Th.r His Pro Thr Val Leu Ser His Thr Leu Leu Gin Pr 0 
1 5 10 

Lys Pro Thr Asp Leu Phe Pro Lvs Ala Thr Pro Thr Thr AI* M°t 
15 20 25 

Pro Leu Arg Met Arg Pro Pro Gin Cys Leu Pro Glu 
30 35 40 



.MAT I ON FOR SEQ ID NO: ^33: 
SEQUENCE CHARACTERISTICS: 
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(A) LENGTH: 39 amino acids 
(B; TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR ' 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
;i ; (D) DEVELOPMENTAL STAGE: Petal 

(F> TISSUE TYPE: kidney 



I 



(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -22.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 6.1 

seq LFLTCLFWPLAAL/NV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 433: 



Met Xaa Xaa His Lea Gin Thr Arg Pro Leu Phe Leu Thr Cvs Leu ^he 
"20 -15 -io 

Trp Pro Leu Ala Ala Leu Asn Val Asn Ser Thr Phe Glu Cys L*u lie 
~ 5 1 5 io 

Leu Gin Cys Ser Val Gly He 
15 



(2) INFORMATION FOR SEQ ID NO: 4 34: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 92 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(?) TISSUE TYPE: Testis 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -52. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.1 

seq LMAFLLSFYLIFT/NZ 

■!xii SEQUENCE DESCRIPTION: SEQ ID MO: 4 34: 



Met Ala Ala Asr. Tyr Ser Ser Thr Xaa Thr Arg Arg Glu His Val Lys 
-50 -45 -40 



Ser Gin Pro Glv Phe Leu Glu A-g Leu S^- "^lu T hr 
-30 -25 
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Ser Gly Gly Met Phe Val Glv Leu Met Ala Phe Leu Leu Ser Phe Ty*- 
-20 -15 -10 Is 

Leu lie Phe Thr Asn Glu Gly Arg Ala Leu Lys Thr Ala Thr Ser Leu 
1 5 10 

Ala Glu Gly Leu Ser Leu Val Val Ser Pro Asp Ser lie His Ser Val 
15 20 25 

Ala Pro Glu Asn Glu Gly Xaa Leu Val His He lie 
30 35 40 



(2) INFORMATION FOR SEQ ID NO: 4 35: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 26 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE : PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -21.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 6.1 

seq LEMLTAFASHIRA/RD 

SEQUENCE DESCRIPTION: SEQ ID NO: 435: 



Met Arg Gly Ala His Leu Thr Ala Leu Glu Met Leu Thr Ala Phe Ala 
-20 -15 -10 

Ser His He Arg Ala Arg Asp Ala Ser Gly 
"5 1 5 



(2) INFORMATION FOR SEQ ID NO: 436: 

4 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 50 amino acids 
a* ( B } TYPE: AMINO ACID 

fj (D) TOPOLOGY: LINEAR 

(11) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

;;:■:) FEATURE: 

^ (A) NAME /KEY : sig_pe?tide 

(3) LOCATION: -2 4 . . -1 
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(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.1 

seq I ILLIHTMQVCTT/H? 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 436: 



Met Val His Lys Pro Met Met Thr Gin Thr Cys He lie Leu Leu He 
-20 -15 -10 



His Thr Met Gin Val Cys Thr Thr His Pro Thr Val Leu Ser H<s Thr 
-5 1 5 



Leu Leu Gin Arg Pro Lys Pro Thr Asp Leu Phe Pro Lys Ala Thr Pro 
10 15 20 



Thr Thr 

25 



■a 



(2) INFORMATION FOR SEQ ID NO: 4 37: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 36 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(11) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

fix} FEATURE: 

(A) NAME/ KEY : sig_peptide 

(B) LOCATION: -28.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 6 

seq IGLMFLMLGCALP/IY 

!:■::) SEQUENCE DESCRIPTION: SEQ ID NO: 4 37: 



Met Ala Gly lie Lys Ala Leu He Ser Leu Ser Phe Gly Glv Ala He 
-25 -20 -15 

Gly Leu Met Phe Leu Met Leu Gly Cys Ala Leu Pro He Tvr Asn Lvs 
-10 -5 L 

Tvr Tro Pro Thr 



(2/ INFORMATION FOR SEQ ID NO: 4 33: 

(!) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 33 amino acid- 
^ (3) TYPE : AMINO ACID 

( 0 ) TOPOLOGY: LINEAR 
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MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM : Homo Sapiens 
\T) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -21. "-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6 

seq LLFPLTLVRSFWS/DM 

(>:i) SEQUENCE DESCRIPTION: SEQ ID NO: 438: 

Met Ser Leu Met Pro Lys Met His Leu Leu Phe Pro Leu Thr Leu Val 
-20 -15 - 10 

-, Arg Ser Phe Trp Ser Asp Met Met Asp Ser Ala Gin Ser P"n e Ii* Thr 

" 5 1 5 10 

Sor Ser Trp Thr Phe Tyr Leu Gin Ala Asp Asp Gly Lvs lie Val He 
15 20 - 25 

$ ?he Gin Se ^ Lys Pro Glu lie Gin Tyr Ala Pro His Leu Glu Gin Glu 

30 35 40 

Pro Thr Asn Leu Arg Glu Ser Ser Leu Ser Lys Met Ser Tyr Leu Gin 
45 50 55 

Me: Arg Asn Ser Gin Ala His Arg 

oO 65 



IN FORMAT I Oti FOR SEQ ID MO: 4 39: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 115 amino acids 
i=) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

i A J ORGANISM: Homo Sapiens 
(?) TISSUE TYPE: Lung 

(ix) FEATURE: 

(A) NAME /KEY: sig_peptide 
(3; LOCATION: -37. . - 1 

IDENTIFICATION METHOD: Von Heijne matrix 
:i; OTHER INFORMATION: score 5.9 

seq SNILLASVG5VLG/AC 

■'xii SEQUENCE DESCRIPTION: SEQ ID NO: 439: 

Lys Arg Ala Ala Ala Ala Ala Val Gly Gly Ala Le-j Ala V; 
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-85 



-80 



-75 



Gly Ala Val Pro Val Vai Leu Ser Ala Met Gly Phe Thr GW Ala Gly 
" 7 0 -65 -60 

lie Ala Ala Ser Ser He Ala Ala Lys Met Met Ser Ala A ' a Ala He 

'55 -50 -45 -40 

Ala Asn Gly Gly Gly Val Ser Ala Gly Ser Leu Val Ala Thr Leu Gin 

-35 -30 -25 

Ser Val Gly Ala Ala Gly Leu Ser Thr Ser Ser Asn He Leu Leu Ala 

-20 -15 - 10 

Ser Vai Gly Ser Val Leu Gly Ala Cys Leu Gly Asn Ser Pro Ser Xaa 
"5 1 5 

Ser Leu Pro Ala Glu Pro Xaa Xaa Xaa Glu Asp Glu Ala Prq G^u Asn 

10 15 2 o 25 



Va 1 Pro Pro 



•) INFORMATION FOR SEQ ID NO: 440: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 32 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(li) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

<F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION : -14 /. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 5.8 

seq VTIILLLSCXFWA/VK 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 440: 



Me- Val Thr He lie Leu Leu Leu Ser Cys Xaa Phe Tro -Ua Va 1 - Lys 

-10 -5 * i 

Asr. Val Thr Xaa Arg Xaa Met Vai Glv Leu Arg Trp T-o As- H^s II* 
5 10 



INFORMATION FOR SEQ ID NO: 44 1: 

:i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 130 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 



BNSDOCID: <WO 9906548A2J. 



WO 99/06548 



594 



PCT/IB98/01222 



(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
( F) TISSUE TYPE: Lung 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -87 . .-1 

^ (C) IDENTIFICATION METHOD: Von Heijne matrix 

1| (D) OTHER INFORMATION: score 5.8 

seq SNILLASVGSVSG/AC 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 441: 



Met Xaa Lys Arg Ala Aia Ala Ala Ala Val Gly Gly Ala Leu Ala Val 
-85 -80 -75 

Gly Ala Val Pro Val Val Leu Ser Ala Met Gly Phe Thr Gly Ala Gly 
-70 -65 -60 

lie Ala Ala Ser Ser He Aia Ala Lys Met Met Ser Ala Ala Ala He 
-55 -50 -45 -40 

Ala Asn Gly Gly Gly Val Ser Ala Gly Ser Leu Val Ala Thr Leu Gin 
-35 -30 -25 

Ser Val Gly Ala Ala Gly Leu Ser Thr Ser Ser Asn He Leu Leu Ala 
-20 -15 -10 

Ser Val Gly Ser Val Ser Gly Ala Cvs Leu Gly Asn Ser Pro Ser Ser 
-5 1 5 

Ser Leu Pro Ala Glu Pro Glu Ala Lys Glu Asp Glu Ala Arg Glu Asn 
10 15 20 25 

Val Pro Gin Gly Glu Pro Pro Lys Pro Pro Leu Lys Ser Glu Lys His 
30 35 40 

Glu Arg 



(2) INFORMATION FOR SEQ ID NO: 442: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 118 amino acids 
f j (B) TYPE: AMINO ACID 

| (D) TOPOLOGY: LINEAR 

iii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM : Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

iix) FEATURE: 

^5 (A) NAME /KEY : sig_peptide 

(3) LOCATION: -39. . -1 
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(C; IDENTIFICATION METHOD: Von Heijne matrix 
(D: OTHER INFORMATION: score 5.7 

seq DLSLLSLPPGTSP/VG 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 442: 

Met Ser Gin Asp Gly Gly Xaa Gly Glu Leu Lys His Met Val Met Ser 
-85 -80 -75 

?he Arg Val Ser Giu Leu Gin Val Leu Leu Gly Xaa Xaa Gly Arg Asn 
-70 -65 -60 

Lys Ser G-y Arg Lys His Glu Leu Leu Ala Lys Ala Leu His Leu Leu 
-55 -50 -45 

^ Lys Ser Ser Cys Ala Pro Ser Val Gin Met Lvs He Lys Glu Leu Tyr 

-40 -35 " -30 

<f Arc Arg Arg Phe Pro Arg Lys Thr Leu Gly Pro Ser Asp Leu Ser Leu 

-25 -20 -15 -10 

Leu Ser Leu Pro Pro Gly Thr Ser Pro Val Gly Ser Pro Glv Pro Leu 
"5 1 5 

Ala Pro lie Pro Pro Thr Xaa Leu Ala Xaa Ala Xaa Cvs Trp Ala Pro 
I 10 15 20 

Ser Val Arg Tro Thr Cys 
25 



(2) INFORMATION FOR SEQ ID NO: 443: 

( i ) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 4 6 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY : LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Spleen 



$3 



(ix) FEATURE: 

(A) NAME/ KEY : sig_peptide 
(3) LOCATION: -24 . . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.7 

seq LLLPRVLLTMASG/3L 

(xi) SEQUENCE DESCRIPTION 1 : SEQ ID NO: 44 3: 



le . Pro Xaa Leu Leu Pro Val Ala Ser Arg Leu Leu Leu Leu Pro 

-20 -15 lio 

? il Leu Leu Thr Met Ala Ser GLy Ser Leu Arg Xaa Ser Xaa Arg 

-5 1 " 5 



BNSDOCIO: <WO 9906548A2J_> 



WO 99/06548 



596 



PCT/IB98/01222 



:o Xaa Leu Ala Tar Phe Arg Xaa Arg Ser Leu 
15 - 20 



:) INFORMATION FOR SEQ ID NO: 444: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 122 ammo acids 
( 3 } TYPE: AMINO ACID 
( D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

<ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
{3} LOCATION: -35. .-1 

(C) IDENTIFICATION METHOD : Von Hei]ne matrix 
(3) OTHER INFORMATION : score 5.7 

seq I FSFLDI VTLCRC/AQ 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 444: 



Met Val Phe Ser Asn Asn Asp Glu Gly Leu lie Asn Lys Lvs Leu Pro 
-35 -30 -25 ' -20 

Lys Glu Leu Leu Leu Arg He Phe Ser Phe Leu Asp He Val Thr Leu 
-15 -10 -5 

Cys Arg Cys Ala Gin He Xaa Lys Ala Trp Asn lie Leu Ala Leu Asp 
15 10 

Gly Ser Asn Trp Gin Arg He Asp Leu Phe Asn Phe Gin Thr Asp Val 
15 20 25 

Glu Gly Arg Val Val Glu Asn He Ser Lys Arg Cvs Gly Gly Phe Leu 
30 35 40 45 

Arg Lys Leu Ser Leu Arg Gly Cys He Gly Val Gly Xaa Ser Ser Leu 
50 55 60 

Xaa Thr Phe Ala Gin Asn Cys Arg Asn He Glu His Leu Asn Leu Asn 
65 70 75 

Gly Cys Thr Lvs He Thr Xaa Ser Thr Cys 
30 85 



INFORMATION FOR SEQ ID MO: 445: 

(1} SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 54 ai.ir.c acids 
(S; TYPE: AMINO ACID 
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(D) TOPOLOGY: LINEAR 
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(ii) MOLECULE TYPE: PROTEIN" 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
( F) TISSUE TYPE: Brain 



'i (ix) FEATURE: 



(A) NAME /KEY : sig_peptide 
(3) LOCATION: -35 . . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.7 

seq IFSFLDIVTLCRC/AQ 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 445: 



Met Val Phe Ser Asn Asn Asp Glu Gly Leu lie Asn Lys Lys Leu Pro 
-35 -30 -25 -20 

Lys Glu Leu Leu Leu Arg lie Phe Ser Phe Leu Asp lie Val Thr Leu 
-15 -10 -5 

Cys Arg Cys Ala Gin He Ser Lys Ala Trp Asn He Leu Ala Leu Aso 
15 10 

Gly Ser Asn Trp Gin Gly 
15 



(2) INFORMATION FOR SEQ ID NO: 446: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 145 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Umbilical cord 

(ix) FEATURE: 

^ (A) NAME /KEY : sig_peptide 

(3) LOCATION : -112. .-I 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
^ (D) OTHER INFORMATION : score 5.6 

; | seq SSCILPWLSKTMS/C? 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 445: 



Ala Ser Tyr Phe Asp Glu His Asp Cys Glu Pro Ser Asp Pro G-;; 
-110 ~ " -105 * -ICO 



Gin Glu Thr Arg Thr Asn Met Leu Leu Glu Leu Ala Arc Ser Leu 
-95 -90 -85 
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Asn Arg Met Asp Phe Glu Asp Leu Gly Leu Val Val Asp Trp Asp His 
-dO -75 -70 -65 

His Leu Pro Pro Pro Ala Ala Lys Thr Val Val Glu Asn Leu Pro Arg 
-60 ' -55 -50 

Thr Val He Arg Gly Ser Gin Ala Glu Leu Lys Cys Pro Val Cys Leu 
-45 -40 -35 

Leu Glu Phe Glu Glu Glu Glu Thr Ala He Glu Met Pro Cys His His 
-30 -25 -20 

Leu Phe His Ser Ser Cys He Leu Pro Trp Leu Ser Lys Thr Asn Ser 
-15 -10 -5 

Cys Pro Leu Cys Arg Tyr Glu Leu Pro Thr Asp Asp Asp Thr Tyr Glu 
1*5 10 15 

Glu His Arg Arg Asp Lys Ala Arg Lys Gin Gin Gin Gin His Arg Pro 
20 25 30 



Xaa 



(2} INFORMATION FOR SEQ 10 MO: 4 47 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 66 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

Cxi) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

( A ) ORGANISM: H o m o Sapiens 

( F) TISSUE TYPE: Lymph ganglia 

(ix) FEATURE: 

i A ) NAME /KEY : si g_pe p tide 
(3; LOCATION: -15 . . -1 

[O IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 5.6 

seq LILSLQVCRPATL/DQ 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 447: 



Me- Pro Leu Zle Leu Ser Leu Gin Val Cys Arg Pro Ala Thr Leu Asp 
-15 -10 -5 1 

Gin Ala Thr Arg Ala Thr Thr Pro Cys Arg Leu Ser Gin Gly Z/s '.;ir. 

5 10 15 

Gin His Pro Thr Gin Cys Ser Thr His His Leu Thr Gin Pro Ser Pr : 
20 2 5 30 

Trp Ala His Arg Xaa Thr Thr Arg Pro Trp Leu Glu Glu Gin Pro Al ; 
3 5 J 4 0 * 4 5 
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(2) INFORMATION FOR SEQ ID MO: 448: 

(i) sequence: CHARACTERISTICS : 

{A) LENGTH: 76 amino acids 
(3) TYPE: AMINO ACID 
( 0) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Surrenals 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -7 3..-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.6 

seq LRRLLGCLTLTLS/GR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4 48: 



Met Leu Gly He Thr Ser Cys Ser Asp Gin Gin Ala Lvs Glu Gly Giu 
-70 -65 * -60 

Gly Leu Glu Gly Ser Ser Thr Gly Ser Ser Ser Gly Asn His Gly Gly 
-55 -50 -45 

Ser Gly Gly Gly Asn Gly His Lys Pro Gly Cys Glu Lvs Pro Glv Asn 
-40 -35 -30 

Glu Ala Arg Gly Ser Gly Asn Leu Gly Phe Arg Thr Leu Arg Arg Leu 
"25 -20 -15 -10 

Leu Gly Cys Leu Thr Leu Thr Leu Ser Gly Arg He' 
-5 1 



(2) INFORMATION FOR SEQ ID NO: 449: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 91 amino acids 
{=) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

( A ) O RG AN I S M : Homo Sapiens 
{?) TISSUE TYPE:; Brain 

(ix) FEATURE: 

{ A ) N AM E/ KEY : s i g _ p e p z i d e 
:3) LOCATION: -17 . . - 1 

'Z: IDENTIFICATION METHOD: Von Heijne mat 
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{ D) OTHER INFORMATION : score 5.6 

seq AL K L A S W 7 5 MALA /AS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 449: 



Met Ala Arg Lys Ala Leu Lys Leu Ala Ser Trp Thr Ser Met Ala Leu 
-15 -10 -5 

Ala Ala Ser Gly lie Tyr Phe Tyr Ser Asn Lys Tyr Leu Asp Pro Asn 
1 5 10 i5 

Asp Phe Gly Ala Val Arg Val Gly Arg Ala Val Ala Thr Thr Ala Val 
20 25 30 

lie Ser Xaa Asp Tyr Leu Thr Ser Leu Lys Ser Val Pro Tyr Gly Ser 
35 40 45 

Glu Glu Tyr Leu Gin Leu Arg Ser Lys Val His Leu Arg Ser Ala Arg 
50 55 60 

Arg Leu Cys Xaa Xaa Cys Cys Ala Asn Arg Gly 
65 70 



(2) INFORMATION FOR SEQ ID NO: 450: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 132 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(li) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

( D TISSUE TYPE: Normal prostate 

<ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -16.".-! 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.6 

seq AALPAWLSLQSRA/RS 

{:<!) SEQUENCE DESCRIPTION: SEQ ID NO: 4 50: 



Met Ala Ala Ala Ala Leu Pro Ala Trp Leu Ser Leu Gin S<*~ 
-15 -10 -5 

Arg Ser Leu Arg Ala Phe Ser Thr Ala Val Tvr Ser Ala Thr ?-z- V-i 

i 5 io : 

Pro Thr Pro Ser Leu Pro Glu Arg Thr Pro Gly Asn Glu Arg [■>•- 
20 25 3C 

Xaa Arg Lys Ala Leu Pro Pro Arg Thr Glu Lys Met Ala Val A.?r ;i: 
3 5 4 0 " 4 5 
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Asp Trp Pro Ser Val Tyr Pro Val Ala Ala Pro Xaa Lys Pro Ser Ala 
50 55 60 

Val Pro Lea Pro Val Arg Met Gly Tyr Pro Val Lys Lys Gly Val Pro 
65 70 75 80 

Met Ala Lys Glu Gly Asn Leu Glu Leu Leu Lys He Pro Asn Phe Leu 
85 90 95 

His Leu Thr Pro Val Ala He Lys Lys His Cys Xaa Ala Leu Lys Asp 
100 105 110 

Phe Cys Thr Glu 
115 



(2) INFORMATION FOR SEQ ID NO: 451: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 112 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 



& (vi) ORIGINAL SOURCE: 

S (A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Substantia nigra 

(ix) FEATURE: 

{A) NAME/KEY: sig_peptide 
(3) LOCATION : -65. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
{ D ) OTHER INFORMATION: score 5.6 

seq CMLTLXXLS FILA/GL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 451: 



Met Val Lys He Ala Phe Asn Thr Pro Thr Ala Val Gin. Lys Giu Glu 

-65 -60 -55 -50 

Ala Arg Gin Asp Val Glu Ala Leu Leu Ser Arg Thr Val Arg Thr Gin 

-45 -40 -35 

He Leu Thr Gly Lys Glu Leu Arg Val Ala Thr Gin Glu Lys Giu Gly 

-30 -25 -20 

Ser Ser Gly Arg Cys Met Leu Thr Leu Xaa Xaa Leu Ser Phe He Leu 

i -15 -10 -5 

Ala Gly Leu He Val Gly Gly Ala Cys He Tyr Lys Tyr Phe I'.^t Pro 

1 5 10 15 

Lys Ser Thr He Tyr Arg Gly Xaa Met Cys Phe Phe Asp Ser Glu Asp 

2 0 2 5 * r> 

Pro Ala Asn Ser Leu A r g Gly G 1 v Glu Pro Asn Phe Leu Pro V H Thr 

* 35 ' 40 .;=; 
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(2) INFORMATION FOR SEQ ID NO: 452; 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 59 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(li) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Thyroid 

[i:<J FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -48.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 5.6 

seq LLLSFVWMPALLP/DG 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4 52: 



Met lie Gly Ser Gly Lea Ala Gly Ser Gly Gly Ala Gly Gly Pro Ser 
-45 -40 -35 

Ser Thr Val Thr Trp Cys Ala Leu Xaa Ser Asn His Val Ala A'a Thr 
-30 -25 -20 

Gin Ala Ser Leu Leu Leu Ser Phe Val Trp Met Pro Ala Leu Leu Pro 
-15 -10 -5 

Asp Gly Leu Pro Pro Phe Val Ala Thr Pro Met 
1 5 10 



(2; INFORMATION FOR SEQ ID NO: 453: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 52 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(li) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE : Lung (cells) 

lix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -18 . . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.6 

seq LXGFLFXVIVLTS/wr 

(xi} SEQUENCE DESCRIPTION: SEQ ID MO: 453: 
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Met Ser Gly Ala Gin Leu Xaa Gly Phe Leu Phe Xaa Val lie Val Leu 

-is -ro -5 

Thr Ser Trp lie Thr lie Phe Gin lie Tyr Arg Pro Arg Trp Gly Cys 
1 5 10 



Pro Trp Gly Leu Pro Leu Leu His He Pro Leu Gly Thr Pro Asp Asn 
15 20 25 30 



Phe Cys Thr Tyr 



(2} INFORMATION FOR SEQ ID MO: 454: 



(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 82 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 



(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Placenta 



(i:<) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -29. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
(DJ OTHER INFORMATION: score 5.6 

seq VV FMT VAAS GAS S / FA 

SEQUENCE DESCRIPTION: SEQ ID NO: 454: 



Met Ser Phe Phe Gin Leu Leu Met Lys Arg Lys Glu Leu lie Pro Leu 

-25 -20 -15 

Val Val Phe Met Thr Val Ala Ala Ser Glv Ala Ser Ser Ph~ Ala Va 1 

-10 -5 



Tyr Ser Leu Trp Lys Thr Asp Val He Leu Asp Arg Lys Lys Asn Pro 
5 10 15 

Giu Pro Trp Glu Thr Val Asp Pro Thr Val Pro Gin Lys Leu ll*» Thr 
20 25 30 35 

He Asn Gin Gin Trp Lys Pro lie Glu Glu Leu Gin Asn Vai Gin Arg 
40 45 50 

Val Thr 



(2) INFORMATION FOR SEQ ID NO: 455: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 63 amino acids 
;3! TYPE: AMINO ACID 
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(D) TOPOLOGY: LINEAR 
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'A 



(iii MOLECULE TYPE: PROTEIN " 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Lung (cells) 

fix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -15. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.5 

seq LAHSLLLNEEALA/QI 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 455: 



Met Glu Leu Ala His Ser Leu Leu Leu Asn Glu Glu Ala Leu -Ma G*p 
-15 -10 -5 V 

lie Thr Glu Ala Lys Arg Pro Val Phe lie Phe Glu TrD Leu Arg Phe 
5 10 15 

Leu Asp Lys Val Leu Val Ala Ala Asn Lys Thr Asp Val Lvs Glu Lys 
20 . 25 30 

Gin Lys Lys Leu Val Glu Gin Leu Thr Gly Leu He Ser Ser Ser Pro 
35 40 45 

Gly Pro Thr Gly 
50 



(2! INFORMATION FOR SEQ ID NO: 4 55: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 90 amino acids 

(B) TYPE: AMINO ACID - 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
$ (?) TISSUE TYPE: Prostate 



(i:<) FEATURE: 

(A! NAME /KEY: sig_peptide 
(3) LOCATION: -28 . . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
ID) OTHER INFORMATION: score 5.5 

seq LGYLVLSEGAVLA/;:/; 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 456: 



Gl\ 



Glu Arg He P: 
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Gly Tyr Leu Val Leu Ser Glu Gly Ala Val Leu Ala Ser 3-r G'v Asp 
-10 -5 i 

Leu Glu Asn Asp Glu Gin Ala Ala Ser Ala lie Ser Glu Leu Val Ser 
5 10 15 20 

Thr Ala Cys Gly Phe Arg Leu His Arg Gly Met Asn Val Pro Phe Lys 
^ 25 30 35 

Arg Leu Ser Val Val Phe Gly Glu His Thr Leu Leu Val Thr Val Ser 
§ *0 45 50 

9. G1 Y Gin Arg Val Phe Val Val Lys Arg Gly 

55 60 



(2) INFORMATION FOR SEQ ID NO: 457: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 148 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Brain 

(ix) FEATURE: 

{A) NAME /KEY: s ig__peptide 

(B) LOCATION: -31.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.5 

seq LVGVLWFVSVTTG/PW 

(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 457: 



Met Ala Ala Ala Trp Pro Ser Gly Pro Xaa Ala Pro Glu Al- Val Th^ 
-30 -25 -20 

Ala Arg Leu Val Gly Val Leu Trp Phe Val Ser Val Thr Thr Gly Pro 

-15 -10 -5 i 

Trp Gly Ala Val Ala Thr Ser Ala Glv Glv Glu Glu Ser l^-u Lys Cys 

5 IC 15 

Glu Asp Leu Lvs Val Glv Gin Tyr lie Cvs Lys Asp d-o v-'s r 'e Asn 
2G 25 ' 3C 

Asp Ala Thr Gin Glu Pro Val Asn Cys Thr Asn Tyr Tar Ala His Val 
35 40 45 

Ser Cys Phe Pro Ala Pro Asn lie Thr Cys Lys Asp Xa» Jer Glv Asn 

55 60 * 65 

G^u Tnr His Phe Thr Gly Asn Glu Vsl Gly Phe Phe Lys Ii^ Ser 
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Cys Arg Asn Val Asn Gly Tyr Ser Tyr Xaa Xaa Gin Xaa Xaa Val Ser 
35 90 95 

Phe Ser Trp Met Val Gly Ser Arg Ser lie Leu Pro Tro II* p- q Cys 
100 105 no 

Phe Gly Phe Val 
115 



(2) INFORMATION FOR SEQ ID NO: 4 58: 

(i) SEQUENCE: CHARACTERISTICS: 

(A) LENGTH: 28 amino acids 
(3) TYPE: AMINO ACID 
{DJ TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

<ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -13. '. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.5 

seq MVLLTMIARVADG/L? 

SEQUENCE DESCRIPTION: SEQ ID MO: 458: 



Met Val Leu Leu Thr Met lie Ala Arg Val Ala Asp Glv Leu Pro L^u 
-10 -5 " i 

Ala Aia Ser Met Gin Glu Asp Glu Gin Ser Gly Arg 
5 10 15 



(2) INFORMATION FOR SEQ ID NO: 459: 

(x) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 98 amino acids 
{ B ) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

^ (ii) MOLECULE TYPE: PROTEIN 

>?! (vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(?) TISSUE TYPE: Lung (cells) 

(ix) FEATURE: 

( A ' NAME /KEY : sig_peptide 
(3; LOCATION: -13." -1 

(C; IDENTIFICATION METHOD : Von Heijne r.-irri:- 
^ (DJ OTHER INFORMATION: score 5.5 

seq MVLLTMIA?7A~G/Lr 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 459: 

Met Val Lea Leu Thr Met He Ala Arg Val Ala Asp Gly Leu Pro Leu 
-10 -5 i 

Ala Ala Ser Met Gin Glu Asp Glu Gin Ser Gly Arg Asd Leu Gin Gin 

5 10 15 



Tyr Gin Ser Gin Ala Lys Gin Leu Phe Arg Lys Leu Asn Glu Gin Ser 
20 25 30 35 

Pro Thr Arg Cys Thr Leu Glu Ala Gly Ala Met Thr Phe His Tyr He 
40 45 50 

He Glu Gin Gly Val Cys Tyr Leu Val Leu Cys Glu Ala Ala Phe Pro 
55 60 65 

Lys Lys Leu Ala Phe Ala Tyr Leu Glu Asp Leu His Ser Glu Phe Asp 
™ 75 80 

Glu Gin 
35 



m 



[2] INFORMATION FOR SEQ ID NO: 4 60: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 103 amino acids 
(3) TYPE: AMINO ACID 
( D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Muscle 

(ix) FEATURE: 

(A) NAME /KEY: sig__peptide 
(3) LOCATION: -69/.-1 

(C) IDENTIFICATION METHOD: Von Heijr.e natrix 

(D) OTHER INFORMATION: score 5.4 

seq MMVLS LG I X LAS A/ S F 

(xi} SEQUENCE DESCRIPTION: SEQ ID NO: 460: 



Met Thr Ser Gin Pro Val Pro Asn Glu Thr He He 7H Leu Pro Ser 
-65 -60 -55 

Asr. Val He Asn Phe Ser Gin Ala Glu Lys Pro Glu Pre Thr Asn Gin 
-50 -45 -4C 

G_y Gin Asp Ser Leu Lys Lys His Leu His Ala Glu He Lvs Val He 
-35 -30 

Gly Thr He Gin He Leu Cys Gly Met Met Val Leu :>-r Lev; Hy He 
"20 -15 -10 
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Xaa Leu Ala Ser Ala Ser Phe Ser Pro Asn Phe Thr Gin Val Th.r Ser 

-5 1 * 5 10 

Thr Leu Leu Asn Ser Ala Tyr Pro Phe lie Gly Pro Phe Phe Phe lie 

15 20 25 

lie Ser Gly Ser Leu Ser lie 



* 30 



(2) INFORMATION FOR SEQ ID NO: 461: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 135 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM : Homo Sapiens 
(?) TISSUE TYPE: Placenta 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -25.. -1 

(C) IDENTIFICATION METHOD : Von Heijne matrix 

(D) OTHER INFORMATION: score 5.3 

seq AVTSLLSPTPATA/LA 

(xi) SEQUENCE DESCRIPTION: SEQ ID MO: 461: 



Met Ala Ser Vai Val Leu Ala Leu Arg Thr Arg Thr Ala Val Thr Ser 

-25 -20 -15 -10 

Leu Leu Ser Pro Thr Pro Ala Thr Ala Leu Ala Val Arg Tvr Ala Ser 

-5 1 ' 5 

Lys Lys Ser Gly Gly Ser Ser Lys Asn Leu Gly Gly Lys Ser Ser Gly 

10 15 ' 20 

Arg Arg Gin Gly lie Lys Lys Met Glu Gly His Tyr Val His Ala Gly 

25 30 35 

Asn lie lie Ala Thr Gin Arg His Pine Arg Trp His Pro Gly Ala His 

40 45 50 55 

Val Gly Val Gly Lys Xaa Lys Cys Leu Tyr Ala Leu Glu Glu Gly He 

60 65 70 

VaI Arg Tyr Tr.r Lys Glu Val Tyr val Pro His Pro Arg Asn Thr Glu 

SO 3 5 

Ala Val Xaa Leu lie Thr Arg Leu Xaa Lys Gly Ala V^L Leu Tyr Lys 

90 91 100 

Tr.r Phe Vai Tr.r Trp Pr.e Leu 

105 " 110 
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{2} INFORMATION FOR SEQ ID NO: 4 62: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 135 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Substantia nigra 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -25.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.3 

seq AVTSLLS PTPATA/LA 

(xi) SEQUENCE DESCRIPTION*: SEQ ID NO: 4 62: 



Met Ala Ser Val Val Leu Ala Leu Arg Thr Arg Thr Ala Vai Thr Ser 
"25 -20 -15 -io 

Leu Leu Ser Pro Thr Pro Ala Thr Ala Leu Ala Val Arg Tyr Ala Ser 
-5 1 5 

Lys Lys Ser Giy Gly Ser Ser Lys Asn Leu Gly Gly Lys Ser Ser Gly 
10 15 20 

Arg Arg Gin Giy lie Lys Lys Met Glu Gly His Tyr Val His Ala Gly 
25 30 35 

Asa He He Ala Thr Gin Arg His Phe Arg Trp His Pro Glv Ala His 
40 45 50 " 55 

Val Gly Val Gly Lys Asn Lys Cys Leu Tyr Ala Leu Glu Glu Gly He 
60 65 70 

Xaa Arg Tyr Thr Lys Glu Val Tyr Val Pro His Pro Arg Asn Thr Glu 
^5 80 85 

Ala Val Asp Leu lie Thr Arg Leu Pro Lys Gly Ala Val Leu Tyr Lys 
90 95 100 

Thr Phe Vai His Val Val Pro 
105 110 



[2] INFORMATION FOR SEQ ID MO: 4 63: 

(!) SEQUENCE CHARACTERISTICS: 

:.V: LENGTH: 96 amino acids 
.3:- TYPE: AMINO AC I D 
' 0 ■ TOPOLOGY: LINEAR 
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(li) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: 3rain 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -57 . . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
£D) OTHER INFORMATION: score 5.3 

seq AIALATVLFLIGA/FL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4 63: 



Met Met Pro Ser Arg Thr Asn Leu Ala Thr Gly lie Pro Ser Ser Lys 
-55 -50 -45 

Val Lys Tyr Ser Arg Leu Ser Ser Thr Asp Asp Glv Tvr lie Asp Leu 
-40 -35 -30 

Gin Phe Lys Lys Thr Pro Pro Lys He Pro Tyr Lys Ala He Ala Leu 
-25 -20 -15 -10 

Ala Thr Val Leu Phe Leu He Gly Ala Phe Leu He He He Gly Ser 
-5 1 5 

Leu Leu Leu Ser Gly Tyr lie Ser Lys Gly Gly Ala Asp Arg Ala Val 
10 15 20 

Pro Val Leu He He Gly He Leu Val Phe Leu Pro Glv Phe Tyr His 
25 30 35 



(2) IM FORMATION FOR SEQ ID NO: 464: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 38 amino acids 
(3) TYPE; AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Testis 

(ix! FEATURE : 

;A) NAME /KEY : sig_peptide 
(3) LOCATION: -15 . . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
(0) OTHER INFORMATION: score 5 . 6 

seq LILSLQVCRPATL/DQ 

fx:! SEQUENCE DESCRIPTION: SEQ ID NO: /J 6 4: 
Met Pro Leu He Leu Ser Leu Gin Val Cys Arg Pro Ala Thr Leu Aso 
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-15 -10 -5 1 

Gin Aia Thr Arg Ala Thr Thr Pro Cys Arg Leu Ser Gin Giy Cys Gin 
5 10 15 

Gin His Pro Thr Xaa Gin 

20 



!) INFORMATION FOR SEQ ID NO: 4 65: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 43 amino acids 

(B) TYPE: AMINO ACID 
( D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
( F) TISSUE TYPE: Testis 

(ixi FEATURE : 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -15. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 5.6 

seq LILSLQVCRPATL/DQ 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4 65: 



Met Pro Leu lie Leu Ser Leu Gin Val Cys Arg Pro Ala Thr Leu Aso 
-15 -10 -5 1 

Gin Ala Thr Arg Ala Thr Thr Pro Cys Arg Leu Ser Gin Gly Cys Gin 
5 10 15 

Gin His Pro Thr Gin Cys Ser Thr His Leu Giy 
20 25 



(2) INFORMATION FOR SEQ ID NO: 4 66: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 81 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi* ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: 3rain 

(I:-:- FEATURE: 

(A) NAME /KEY : sic;_peptide 

(Bj LOCATION: -66. . -I 

:C) IDENTIFICATION METHOD: Vor. 
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(D) OTHER INFORMATION: score 5.2 

seq GVLLLLSSIHFQC/RR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 466: 



Met Ala Ser Ser Val Gly Asn Val Ala Asp Ser Thr Glu Pro Thr Lys 
-65 -60 -55 

Arg Met Leu Ser Phe Gin Gly Leu Ala Glu Leu Ala His Arg Glu Tyr 
-50 -45 -40 

Gin Ala Gly Asp Phe Glu Ala Ala Glu Arg His Cys Met Gin Leu Trp 
-35 -30 -25 

Arg Gin Glu Pro Asp Asn Thr Gly Val Leu Leu Leu Leu Ser Ser lie 
-20 -15 -10 -5 

His Phe Gin Cys Arg Arg Leu Asp Arg Ser Ala His Phe Ser Thr Leu 
1 5 10 

Ala 



(2) INFORMATION FOR SEQ ID NO: 467: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 110 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Brain 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -94 . . -1 

(C) IDENTIFICATION METHOD: Von Heijr.e matrix 

(D) OTHER INFORMATION: score 5 

seq VILQLQFLFDVLQ/KT 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 467: 



Mez Phe Gly Ser Ala Pro Gin Arg Pro Val Ala Met Thr Thr Ala Gin 
-90 -85 -80 

Arg Asp Ser Leu Leu Trp Lys Leu Ala Gly Leu Leu Arg Glu Xaa Gly 
-75 -70 -65 

Asp Val Val Leu Ser Gly Cys Ser Thr Leu Ser Leu Leu Thr Pro Thr 
-60 -55 -50 

Leu Gin Gin Leu Asn His Val Phe Glu Leu Hio Leu Gly Pro Trp Gly 
-45 -40 -35 

Pro Gly Gin Thr Gly Phe V-ii Ala Leu Pro 5~c Mis Pro Ala Aso Ser 
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~ 30 -25 -20 _ 15 

Pro Val lie Leu Gin Leu Gin Phe Leu Phe Asp Val Leu Gin Lys Thr 
-10 -5 1 

Leu Ser Leu Lys Leu Val His Val Ala Gly Pro Gly Pro Thr 

5 10 15 



(2) INFORMATION FOR SEQ ID NO: 463: 



(1) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 89 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Brain 



(i:<) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -8 6." -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5 

seq LILVGTSKHVAFG/KI 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 468: 



Met Ser Phe He Phe Glu Trp He 
-85 -80 

Gin Phe Leu GIv Leu Tyr Lvs Lvs 
-70 -65 

Leu Asp Asn Ala Gly Lys Thr Thr 
-50 

Arg Leu Gly Gin His Val Pro Thr 
-35 

Thr He Ala GIv Met Thr Leu Gin 
-20 -15 

Lys His Val Ala Phe Gly Lys He 



Tyr Asn Gly Phe Ser Ser Val Leu 
-75 



Ser Gly Lys Leu Val Phe Leu Gly 

-60 -55 

Leu Leu His Met Leu Lys Asp Asp 

-45 -40 

Leu His Pro Thr Ser Glu Glu Leu 

-30 -25 



Leu Leu He Leu Val Gly Thr Ser 
-10 



He 



(2) INFORMATION FOR SEQ ID NO: 469: 

(ii SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 42 amino acids 
(3) TYPE: AMI NO ACID 
( D ) TOPOLOGY: LINEAR 
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(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(i>:) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION : -35. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
(0) OTHER INFORMATION: score 5 

seq WYSTVGLLPPVRA/MS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 469: 



Met Asp Lys Pro Cys Giy Cys Pro 
-35 -30 

Gly Asp Arg Arg Asp Pro Trp Tyr 
-15 

Val Arg Ala Met Ser Gin Arg Asn 
1 5 



Pro Giy Val Cys Asp His Gly Thr 
-25 -20 

Ser Thr Val Gly Leu Leu Pro Pro 
-10 -5 

Leu Asn 



(2) INFORMATION FOR SEQ ID NO: 470: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 134 amino acicis 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
'.:) TISSUE TYPE: Testis 

(ix) FEATURE: 

{A) NAME/KEY: sig_peptide 

( B) LOCATION: -36. . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5 

seq ARALAALVPGVTQ/VD 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 470: 



Met Aia Ala Ala Leu Lys Cys Leu Leu Thr Leu Giy Arg Trp Cys Pro 
-35 -30 -25 

Gly Leu Gly Val Ala Pro Gin Aia Arg Aia Leu Aia Ala Leu Val Pro 

-20 -15 -10 -5 

Gly Val Thr Gin Val Asp Asn Lys Ser Gly i'-he Leu Gin Lys Arg Pro 
1 5 10 

His Arq Gin His Pro Giy lie Leu Lys Leu i :. o His Val Arc Leu Pro 
15 20 25 
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Gin Ala Leu Ala Asn Gly Ala Gin Leu Leu Leu Leu Glv Ser Ala Glv 
30 35 40 

Pro Thr Met Glu Asn Gin Val Gin Thr Leu Thr Ser Tyr Leu ^-p Ser 
45 50 55 ^ 60 

Arg His Leu Pro Val Glu Pro Xaa Glu Leu Gin Arg Arg Ala Xaa His 
f 65 70 75 

v Leu Glu Lys Lys Phe Leu Glu Asn Pro Asp Leu Ser Gin Thr Glu Glu 

| 80 85 90 

% Lys Leu Arg Gly Ala Gly 

* 95 

(2) INFORMATION FOR SEQ ID NO: 471: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 117 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

iii) MOLECULE TYPE : PROTEIN 

H (vi) ORIGINAL SOURCE: 

V (A) ORGANISM : Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -102, .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.9 

seq TVMSALSVAPSKA/RE 

i:<i) SEQUENCE DESCRIPTION: SEQ ID NO: 471: 

Met Val Ala Arg Val Trp Ser Leu Met Ara Phe Leu He Lys Gly Se- 
-100 -95 * -90 

Val Ala Gly Gly Ala Val Tyr Leu Val Tyr Asp Gin Glu Leu Leu Gly 
-35 -80 -75 

T Pro oer Asp Lys Ser Gin Ala Ala Leu Gin Lys Ala Gly Glu Val Val 

~ 70 -65 -60 -55 

4 Pro ?ro Ala Met Xaa Gin Phe Ser Gin Tyr Val Cys Gin Gin Thr Glv 

M -50 -45 -40 ' 

Leu Gin He Pro Gin Leu Pro Ala Pro Pro Lys He Tyr Ph<* ^ro He 
-35 -30 -25 

Arg Asp Ser Trp Xaa Ala Gly He Met Thr Val Met Ser AT a L-u S^r 
"20 -15 -10 

** ViI A1 f ?ro Ser L y s Ala Ar 3 Tyr Ser Lys Glu Gly Trp Glu Tyr 

~ J 1 3 10 
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Val Lys Ala Leu Gly 
15 



(2) INFORMATION FOR SEQ ID NO: 4 72: 

{ii SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 24 amino acids 

(B) TYPE: AMINO ACID 
(DJ TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

CD) DEVELOPMENTAL STAGE: Fetal 

(?) TISSUE TYPE: kidney 

<ix} FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -16.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.9 

seq ELQNLXSLQGSQA/CS 

(:<i) SEQUENCE DESCRIPTION: SEQ ID NO: 472: 



Met Val Asn Glu Leu Gin Asn Leu Xaa Ser Leu Gin Gly Ser Gin Ala 
-15 -10 -5 

Cys Ser Ser Ser Lys Gin Arg Phe 
i 5 



INFORMATION FOR SEQ ID MO: 473: 

(i; SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 54 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Brain 

(i>:i FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -24 . .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.9 

seq FFFSIQPFLPCSS/R? 

i/.i] SEQUENCE DESCRIPTION: SEQ jo m : 473: 
Leu Tyr Met Ser Leu Lys Tyr lie Ar-;j Ala Phe Phe Phe Ser lie 
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-20 -15 -10 

Gin Pro Phe Leu Pro Cys Ser Ser Arg' Pro Leu Lys Ser Pro Ser Pro 
-5 1 5 

Val Ala His Pro Thr Asn lie Ser Val Ser Glu Asn Ala Gin Arg Cys 
10 15 20 

Leu Xaa Thr Ser Pro Trp 
25 30 



{2} INFORMATION FOR SEQ ID NO: 474: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 107 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

{vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(i:<) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -7 9..-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.9 

seq WVIVLTSWITIFQ/IY 

(xr) SEQUENCE DESCRIPTION: SEQ ID NO: 474: 



Met Asn Leu Glu Arg Val Ser Asn Glu Glu Lys Leu Asn Leu Cvs Arg 

-75 -70 -65 

Lys Tyr Tyr Leu Gly Gly Phe Ala Phe Leu Pro Phe Leu Tro Leu Val 

-60 -55 -50 

Asn lie Phe Trp Phe Phe Arg Glu Ala Phe Leu Val Pro Ala Tyr Thr 

-45 -40 -35 

Glu Gin Ser Gin lie Lys Gly Tyr Val Trp Arg Ser Ala Val Gly Phe 

-30 -25 -20 

Leu Phe Trp Val lie Val Leu Thr Ser Tro lie Thr lie Phe Gin lie 

-15 -10 ' -5 I 

Tyr Arg Pro Arg Trp Gly Ala Leu Glv Asp Xaa Leu Ser Phe Thr lie 

5 10 15 

?r^ Leu Gly Thr Pro Asp Asn Phe Cys rnr Tyr 

20 ^ 25 * 



Z X FORMAT I OM FOR SEQ ID NO: 4" 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 99 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

( F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -70.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.9 

seq LVFVLLFIFVKRQ/IM 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4 75: 



Met Ala Gly Glu 
-70 

Gly Leu Thr Ser 



Gly Arg Glu Ala 
-35 

Vai Val Leu Val 
-20 

He Phe Va 1 Lys 



Gly Pro His Vai 



Tyr Leu Tyr 



Leu Gin Gly Thr 
-65 

Gin Asp Ser Gly 
-50 

Met Ala Ser Gly 



Met Ala Tyr Gly 
-15 

Arg Gin He Met 
1 

Pro Val Gly Xaa 

15 



Gin Ala Pro Ser 
-60 

Val Asn Pro Asn 
-45 

Ser Asn Trp Leu 
-30 

Ser Leu Val Phe 



Arg Phe Ala Met 
5 

Gin Cys Pro Gin 
20 



Leu Arg Gly Xaa 
-55 

Asn Ser Xaa Arg 
-40 

Ser Gly Val Asn 
-25 

Val Leu Leu Phe 
-10 

Lys Ser Arg Arg 
10 

Xaa Cys Tyr Asn 
25 



INFORMATION FOR SEQ ID NO: 476: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 82 amino acids 
{ B } TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

{:} TISSUE TYPE: Normal prostate 

;ix) FEATURE: 

(A) NAME /KEY: s ig_pep c id-v 
(3! LOCATION: -56. .-1 

(C; IDENTIFICATION MET.-! - "* D : Von Heijne rr.ati 
!C; OTHER INFORMATION: -core 4.9 
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seq FACVPGASPTTLA/FP 



(y.i) SEQUENCE: DESCRIPTION: SEQ ID NO: 476: 



3t Thr Gly Phe 
-55 

■s Ser Arg Ser 

0 

r Phe Val Ala 

y Ala Ser Pro 
-5 

o Ser Thr Asp 
10 

e Val 



Leu Leu Pro Pro 
-50 

Arg Lys Arg Gin 
-35 

Ser Cys Pro Thr 
-20 

Thr Thr Leu Ala 



Gly He Pro Phe 
15 



Ala Ser Arg Gly 
-45 

Thr Arg Arg Arg 
-30 

Leu Leu Pro Phe 
-15 

Phe Pro Pro Val 
1 

Ala Leu Ser Leu 
20 



Thr Arg Arg Ser 

Arg Asn Pro Ser 
-25 

Ala Cys Val Pro 
-10 

Val Leu Thr Gly 
5 

Gin Arg Val Pro 



} INFORMATION FOR SEQ ID NO: 477: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 76 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

<ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

( F) TISSUE TYPE: kidney 

(i:<) FEATURE : 

(A) NAME /KEY : sig_pe?t: ide 
(3) LOCATION: -2 6. .-1 

CO IDENTIFICATION METHOD: Von Heijne matrix 
CD) OTHER INFORMATION: score 4.9 

seq VLCTNQVLITARA/VP 

(:<i) SEQUENCE DESCRIPTION: SEQ ID NO: 477: 



t Glu Glu Xaa Ser Xaa Pro Leu Vul Glu Phe Val Lys Val Leu Cys 

-25 -20 -15 

r Asn Gin Val Leu He Thr Ala Arg Ala Val Pro Thr Lys Lys Ala 

0 -5 1 '5 

r Val Arg Cys Val Xaa Lys Arg rne Trp He Pro Lys Thr Thr Ser 

ic ;*i * 20 

s His Leu Ser Arg Cys lie Asp Gly lie Ser Gly Phe Leu Asn Asp 

25 3 J 35 
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Phe Thr Phe Cys Leu Glu Phe Ser Arg His Arg Cys 
4 0 45 50 



(2} I M FORMATION FOR SEQ ID NO: 4 78: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 89 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY : LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

(A) NAME /KEY : sig_pep"ide 

(B) LOCATION: -17.'. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.8 

seq LXXVVAFVAPGES/QQ 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 478: 



Met Val Arg Arg Leu Xaa Xaa Val Val Ala Phe Val Ala Pro Giy Glu 

-15 -10 - 5 

Ser Gin Gin Glu Glu Pro Pro Thr Asp Asn Gin Asp He Glu Pro Gly 

1 5 io is 

Glr. Giu Arg Glu Gly Thr Pro Pro lie Glu Glu Arg Lys Val Glu Gly 

20 25 30 

Asp Cys Gin Giu Met Asp Leu Gi-j Lys Thr Arg Ser Glu Arg Gly Aso 

3 5 4 0 4 5 

Giy Ser Asp Val Lys Glu Lys Thr Pro Pro Asn Xaa Lys His Ala Lys 

50 55 so 

Thr Lys Glu Ala Gly Asp Gly Pro Leu 
65 70 



INFORMATION FOR SEQ ID NO: 0 79: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 14 9 anur.o acids 
(3; TYPE: AMINO AC 1 0 
(0) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) O?.: SINAI SOURCE: 

(A; ORGANISM: Horn:- Sevens 
■IF TISSUE TYPE: l/:;;:' '.-.:slls ) 
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<ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
{B} LOCATION: -37.. -1 " 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.8 

seq PIVRLLSCPGTVA/KD 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 479: 



Met Ala Val Pro Gly Val Gly Leu 
-35 -30 

Arg Arg Arg Thr Arg Val Gin Arg 
-20 -15 

Pro Gly Thr Val Ala Lys Asp Leu 
-5 1 

Ser Val Glu Thr Gly Phe Glu Asp 
15 



Leu Thr Arg Leu Asn Leu Cys Ala 
-25 

Pro lie Val Arg Leu Leu Ser Cys 
-10 

Arg Arg Asp Glu Gin Pro Ser Gly 
5 10 

Lys lie Pro Lys Arg Arg Phe Ser 
20 25 



Glu Met Gin Asn Glu Arg Arg Glu Gin Ala Gin Arg Thr Val Leu lie 
30 35 AO 

His Cys Pro Glu Lys lie Ser Glu Asn Lys Phe Xaa Lys Tyr Leu Ser 
45 50 55 

Gin Phe Gly Pro lie Asn Asn His Phe Phe Tyr Glu Ser Phe Gly Leu 
60 65 70 75 

Tyr Ala Val Val Glu Phe Cys Gin Lys Glu Ser lie Gly Ser Leu Gin 
80 85 90 

Asn Gly Thr His Thr Pro Ser Thr Ala Met Glu Thr Ala lie Pro Phe 
95 100 105 

Arg Ser Arg Ser Ser 
110 



(2) INFORMATION FOR SEQ ID MO: 4 80: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 103 ammo acids 
(3) TYPE: AMINO ACID 
(Di TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

[?) TISSUE TYPE: Ly:;:ph ganglia 

(ix< ?EAT*JR.E : 

(A; NAME /KEY : siq_c.ep-.ide 
{3} LOCATION: -60 . 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

( D ) OTHER INFORMATION: score 4.8 

seq LVILSLKSQTLDA/ET 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 480: 



Met Met Ala Ala Val Pro Pro Gly Leu GIu Pro Trp Asn Arg Val Arg 

-60 -55 -50 -45 

lie Pro Lys Ala Gly Asn Arg Ser Ala Val Thr Val Gin Asn Pro Gly 

-40 -35 -30 

Ala Ala Leu Asp Leu Cys lie Ala Ala Val lie Lys Glu Cys His Leu 

-25 -20 -15 

Val lie Leu Ser Leu Lys Ser Gin Thr Leu Asp Ala Glu Thr Asp Val 
-10 -5 1 

^ Leu Cys Ala Val Leu Tyr Ser Asp. His Asn Arg Met Gly Arg His Lys 



5 10 15 20 

Pro His Leu Ala Leu Lys Gin Val Glu Gin Cys Leu Lys Arg Leu Xaa 
25 30 * 35 

Asn Met Asn Leu Glu Gly Gly 

4 0 



(2) INFORMATION FOR SEQ ID NO: 481: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 125 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(li) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

■A) ORGANISM: Homo Sapiens 
(f) TISSUE TYPE: Brain 

(IX) FEATURE: 

■;A; NAME /KEY : sig_pe?tide 
(3) LOCATION: -33. . -1 

(Z) IDENTIFICATION METHOD : Von Heijne matrix 
[0) OTHER INFORMATION : score 4.8 

seq SLVHLLCQNQVLG/N? 

(xi) SEQUENCE DESCRIPTION: SEQ ID MO: 481: 



Met Ala Ser Leu Asp Arg Val Lys Val Leu Val Leu Gly Aso Ser Glv 
-3C -25 -20 

Val Gly Lys Ser Ser Leu Val ii.s Leu Leu Cys Gin Asn Gin Val Leu 
- 1 z - ; v - 5 

Gly Asn Pro Ser Trp Thr Val Gly \'ys 3er Val Asp Val Arg Val His 
15 10 15 

Asp Tyr Lys Slu Gly Thr Pro G \ \ Glu Lys Thr Tyr Tyr lie Glu Leu 
20 25 30 
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Trp Asp Val Gly Gly Ser Val Gly Ser Ala Ser Ser Vai Lys Ser Thr 
3 5 4 0' 45 

Arg Ala Val Phe Tyr Asn Ser Val Asn Gly He He Xaa Val His Asp 
50 55 60 

:^ Thr Xaa Gly Lys Ser Ser Gin Xaa Leu Arg Arg Trp Ser Leu Glu 

65 7 0 75 



1 



m 



S3 



Aia Leu Asn Arg Asp Leu Val Pro Thr Gly Val Leu Val 
80 85 90 



(2) INFORMATION FOR SEQ ID NO: 482: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 75 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
i T) TISSUE TYPE: Brain 

(ixj FEATURE: 

{A) NAME /KEY: sig_peptide 
(3) LOCATION: -31 . . -1 

<C) IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION : score 4.8 

seq WAFSCGTWLPSRA/EW 

(:<i) SEQUENCE DESCRIPTION: SEQ ID NO: 4 82: 



Val Phe Pro Ala Lys Arg Phe Cys Leu Val Pro Ser Met Glu Glv 
-30 -25 -20 

Val Arg Trp Aia Phe Ser Cys Gly Thr Trp Leu Pro Ser Arg Ala Glu 
-15 -10 -5 i 

Trp Leu Leu Xaa Val Arg Ser He Gin Pro Glu Glu Lys Glu Arg Il» 
5 10 15 

Gly Gin Phe Val Phe Ala Arg Asp Ala Lys Ala Ala Met Aia Gly hrq 
20 25 30 

Leu Met lie Arg Lys Leu Val Ala Glu Asn Arg 

35 .:j 



INFORMATION FOR SEQ ID 433: 

(i) JEQ'JENCE C H ARAC T E 1 1 3 T ICS : 

!A) LENGTH: 67 :\o acids 

'3) TYPE: AMINO ,,C 1 0 
'J: TOPOLOGY ; LINEAR 



BNSDOCID: <WO 9906548A2 ..> 
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(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Surrenals 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -2 6..-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.7 

seq LIMQLGSVLLTRC/PF 

(xi) SEQUENCE DESCRIPTION; SEQ ID NO: 483: 



Met Ala Ser Lys lie Gly Ser Arg 
-25 -20 

Gin Leu Gly Ser Val Leu Leu Thr 
-10 -5 

Ser Gin Leu Met Leu Tyr Ala Glu 
10 

Asp He Pro Val Pro Tyr Leu Tyr 

25 30 

Cys Ala Arg 
40 



Arg Trp Met Leu Gin Leu He Met 
-15 

Arg Cys Pro Phe Trp Gly Cys Phe 
1 5 

Arg Ala Glu Ala Arg Arg Lvs Pro 
15 20 

Phe Asp Met Gly Ala Ala Val Leu 
35 



(2) INFORMATION FOR SEQ ID NO: 434: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 53 amino acids 
(3; TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Brain 

(ix) FEATURE: 

(A) NAME /KEY: sig_peptide 
(3) LOCATION: -31.". -1 

(Ci IDENTIFICATION METHOD: Von Heijne matrix 
;D) OTHER INFORMATION : score 4.7 

seq LAVDSWWLDPGHA/AV 

(Xi: SEQUENCE DESCRIPTION: SEQ ID NO: 434: 



Met Leu Ser Lys Gly Leu L'.v; Arg Lvs Arg Glu Glu Glu Glu Glu Lvs 
-30 -IS -20 

Glu Pro Leu Ala Val Asp S-j:: Trp Trp Leu Asp Pro Giy His Ala Ala 
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-15 -10 -5 1 

Val Ala Gin Ala Pro Pro Ala Val Ala" Ser Ser Ser Leu Phe Asp Leu 
5 10 15 

Ser Val Leu Lys Leu His His Ser Arg Giy 

20 25 



(2) INFORMATION FOR SEQ ID NO: 485: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 33 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE : 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -16..-! 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.7 

seq SLAAALTLHGHWG/LG 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 485: 



Met Asp Tyr Ser Leu Ala Ala Ala Leu Thr Leu His Giy His Trp Giy 
-15 -10 -5 

Leu Giy Gin Val val Thr Asp Tyr Val His Giy Asp Ala Leu Gin Lys 
15 10 15 

Ala 



(2) INFORMATION FOR SEQ ID NO: 486: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 3 8 amino acids 
(3; TYPE: AMINO ACID 
( D ) TOPOLOGY: LINEAR 

(ii; MOLECULE TYPE: PROTEIN 

( v i i ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 
(F) TISSUE TYPE: kidney 

ii:<i FEATURE: 

f A) NAME / KEY : i<-;_pept ide 

(B) LOCATION: - .' 2 . . - 1 
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(C) IDENTIFICATION METHOD : Von Heijne matrix 
iD) OTHER IN FORMATION : score 4.7 

■seq LSLXASYIFGISG/FE 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 486: 



Met Ser Tyr lie 
-70 

Ala Asn Trp Ser 
-55 

Ala Lys Ala Val 
-40 

Gin Leu Ser Val 



Ser Tyr lie ?he 
-5 

Arg Asn Glu Phe 
10 



Thr Ser Gin Glu 
-65 

Gly Pro Gin Arg 
-50 

Pro Glu Lvs Leu 
-35 

Ser Gly Ala Asp 
-20 

Gly He Ser Gly 



Val Arg Gin Ser 
15 



Met Lys Cys He 

Glu Arg Phe Leu 
-45 

Gin Pro Xaa Leu 
-30 

Asp His Leu Leu 
-15 

Phe Glu Ala Gly 
1 



Leu His Trp Phe 
-60 



Glu Asp Leu Val 



Asp Ser Leu Glu 
-25 



Ser Leu Xaa Ala 
-10 



Ala Glu Gin Glu 
5 



(2) INFORMATION FOR SEQ ID NO: 487: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 78 amino acids 
{3} TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

; ii; MOLECULE TYPE: PROTEIN 

;v:! ORIGINAL SOURCE: 

■A) ORGANISM: Homo Sapiens 
(?) TISSUE TYPE: 9rain 

;::•;) FEATURE: 

(A) NAME /KEY: sig_peptide 
(3) LOCATION: -76.". -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.7 

seq LIVYLWWSFIAS/SS 

(:•:.•} SEQUENCE DESCRIPTION: SEQ ID NO: 437: 



Met Pro Leu Leu Cys Gin He Glu Met Glu Tyr Leu Leu Leu Lvs Trp 

-70 -65 

Gin Met Tnr Met Leu Gin jer Met Leu Cys Asp Leu Val Ser Tyr Pro 

-60 -55 -50 -45 

Leu L-=!U . : rc Leu Gin Gin 7hr Lys Glu Ala Asn Leu Asp Phe Pro Lys 

-40 -35 -30 

He Ly^ 7a i Ser Ser 7a! lie Thr Pro Thr Arg Trp Phe M~s Leu 

-25 -20 -15 
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lie Vdl Tyr Leu Trp Val Val Ser Phe He Ala Ser Ser Ser 
-10 -5 ' i 



(2 J INFORMATION FOR SEQ ID NO: 483: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 67 amino acids 
(3) TYPE : AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Surrenals 

fix) FEATURE : 

(A) NAME /KEY : sig_peptide 
( 3 } LOCATION: -22.. -1 

(C) IDENTIFICATION METHOD: Von Heijne ir.acri:< 

(D) OTHER INFORMATION: score 4.7 

seq SVMGVCLLIPGLA/TA 

(:<i) SEQUENCE DESCRIPTION: SEQ ID NO: 48B: 



Met: Trp Phe Glu He Leu Pro Gly Leu Ser Val Met Gly Val Cys Leu 
-20 -15 -10 

Leu He Pro Gly Leu Ala Thr Ala Tyr He His Xaa Phe Thr 
"5 1 5 

Gly Lys Glu Lys Arg Val Ala His Phe Gly Tvr His Trp Ser 
15 20 

GH Arg Asp Arg Arg He Ser Gly Val Asd Arg Tyr Tvr 
30 35 



45 



Asn Arg 
10 

Leu Met 
25 



Val Ser Lys 



^.'FORMATION FOR SEQ ID NO: 489: 

<i; SEQUENCE CHARACTERISTICS : 

■A) LENGTH: 50 amino acids 
■3) TYPE: AMINO ACID 
■0) TOPOLOGY: LINEAR 

XOLECULE TYPE: PROTEIN 

;v:! ORIGINAL SOURCE: 

■A) ORGANISM: Homo Sapiens 
■I?) TISSUE TYPE: Prostate 

' A ) NAME / KEY : s i g_pe p tide 



_9906548A2J_> 



I 
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(3) LOCATION: -46.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: "score 4.5 

seq LLVSLVLRXPAKS/TR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 489: 



Met Glu Phe Lys Leu Glu Ala His Arg He Val Ser lie Ser Leu Gly 
-45 -40 -35 

Lys He Tyr Asa Ser Arg Vai Gin Arg GIv Gly He Lvs Leu His Lys 
"30 -25 -20 - -is 

Asn Leu Leu Vai Ser Leu Vai Leu Arg Xaa Pro Ala Lys Ser Th>~ Arg 
-10 -5 1 

Aia Giy 



INFORMATION FOR SEQ ID NO: 4 90: 

U: SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 109 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vil ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Brain 

;ix; FEATURE: 

(A) NAME /KEY: sig_peptide 
(3) LOCATION: -97.*. -1 

(C) IDENTIFICATION METHOD: Von Heijne natnx 

(D) OTHER INFORMATION: score 4.6 

seq IASGLGLXLDCWT/SS 

■;:■:!) SEQUENCE DESCRIPTION: SEQ ID NO : 4 90: 



M-v. Ala Val Leu Ser Lys Glu Tyr Giy Phe Val Leu Leu Thr Gly Ala 

-95 -90 -85 

A... Ver Phe lie Met Val Ala His Leu Aia He Asn Val Ser Lys Ala 

-75 -70 

A:-.: Lys Lys Tyr Lys Vai Glu Tyr Pro He Met Tyr Ser Tn.r Aso Pro 

-60 -55 " -50 

^- ---^ 31y His He Phe Asn Cys He Gin Arg Ala His Gin Asn Thr 

-45 -40 -35 



ro Xaa Phe Leu Phe Phe Leu Ala Vai GIv Giy Val 
-30 -25 -20 

Arg He Ala Ser Giy Leu Gly Leu Xaa Leu Asp Cys Trp 

-5 
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:. Ser Ser Leu Cys Leu Trp Leu Leu His Giv Pro Gly 
i 5 "lb 



(2) INFORMATION FOR SEQ ID NO: 4 91: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 45 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
<F) TISSUE TYPE: Brain 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -42. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
{ D) OTHER INFORMATION: score 4.6 

seq RIPSLPGSPVCWA/W? 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 491: 



Xe- Asp Gly His Trp Ser Ala Ala Phe Ser Ala Leu Thr Val Thr Ala 
-40 -35 -30 

Xe: Ser Ser Trp Ala Arg Arg Arg Ser Ser Ser Ser Arg Arg lie Pro 

-25 -20 -15 

3er Leu Pro Gly Ser Pro Val Cys Trp Ala Tro Pro Trp 

-5 l 



.INFORMATION FOR SEQ ID NO: 492: 

ii) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 51 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

■;ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(?) TISSUE TYPE: Liver 

FEATURE: 
(A) NAME/KEY : sig_peptide 
(3) LOCATION: -16.. -1 

(C) IDENTIFICATION METHOD: Von Heijne r.atrix. 
( o ) OTHER INFORMATION: score 4.5 

seq RLLLRRFLAS7I3/RK 

SEQUENCE DESCRIPTION: SEQ ID NO: 4 92: 
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Met Ala Gin Arg Leu Leu Leu Arg Arq Phe Leu Ala Ser Val -le Ser 
-15 -10 -5 

Arg Lys Pro Ser Gin Gly Gin Trp Pro Pro Leu Thr Ser Arg Ala Leu 
1 5 10 is 

Gin Thr Pro Gin Cys Ser Pro Gly Glv Leu Thr Val Thr Pro Asn Pro 
20 25 30 

Ala Arg Thr 
35 



(2) INFORMATION FOR SEQ ID NO: 4 93: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 30 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(?) TISSUE TYPE: Ly^.ph ganglia 

(ix) FEATURE: 

{A} NAME /KEY : sig_peptide 
(3) LOCATION: -25. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.5 

seq FLLLLEVSHLLLI /IN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 493: 



-_a ^er Leu Lys Pro Ala Phe Val Asn Tyr Phe 
-20 -15 



Leu Leu Leu 
-10 



■eu Glu Val Ser His Leu Leu Leu He He Asn Ala Glu Gly 
"5 1 5 



INFORMATION FOR SEQ ID NO: 494: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 80 amino acids 

(3) type: amino acid 
topology: linear 

:ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

;A) ORGANISM: Homo Sapiens 

;f; TISSUE TYPE: Substantia nigra 

. i x ) FEATURE : 
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(A) NAME /KEY: sig_peptide 
(3) LOCATION: -77 . . -1 

(C) IDENTIFICATION METHOD: Von Heijne ir.atrix 

(D) OTHER INFORMATION: score 4.5 

seq LFWVIVLTSWITI/FQ 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 494: 

Met Asn Leu Giu Arg Val Ser Asn Glu Glu Lys Lea Asn Leu Cys Arg 
£1 ~ 75 " 7 0 -65 

I 

M lys Tyr Tyr Leu Gly Gly Phe Ala Phe Leu Pro Phe Leu Tro Leu Val 

*' -60 -55 -50 

Asn He Phe Trp Phe Phe Arg Glu Ala Phe Leu Val Pro Ala Tyr Thr 
0 -45 -40 -35 -30 

Glu Gin Ser Gin He Lys Gly Tyr Val Trp Arg Ser Ala Val Gly Phe 
-25 -20 -15 

Leu Phe Trp Val He, Val Leu Thr Ser Trp He Thr lie Phe Gin He 
-10 -5 1 



[2] INFORMATION FOR SEQ ID NO: 4 95: 

S (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 39 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
{ F) TISSUE TYPE: Lung' (cells) 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -21.. -1 

;C) IDENTIFICATION METHOD : Von Heijne matrix 
■(D) OTHER INFORMATION: score 4.4 

seq AVASSFFCASLFS/AV 

•% (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 495: 



rn Ala Gin Leu Gly Ala Val Val Ala Val Ala Ser Ser Phe Phe Cys 

-20 -15 -10 

.a Ser Leu Phe Ser Ala Val His Lys He Glu Glu Gly His He Gly 

: - 15 10 



Tyr Tyr Arg Gly Gly Vai 
i - 



FOR SEQ ID NO: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 64 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: PROTEIN 

% <vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
^ (D) DEVELOPMENTAL STAGE: fetal 

|| <F) TISSUE TYPE: kidney 

H 

^ (ix) FEATURE : 

(A) NAME /KEY : sig_peptide 

(3) LOCATION: -25. . -1 
^ (C) IDENTIFICATION METHOD: Von Heijne matrix 

"* (D) OTHER INFORMATION: score 4.4 

seq LVFMVPLVGLI HL/GW 

{xi) SEQUENCE DESCRIPTION: SEQ ID NO: 496: 



Mec Ser Leu Arg Asn Leu Trp Arg 
-25 -20 

Val Pro Leu Val Gly Leu lie His 
-5 

Ser Pro Val Phe Gin lie Pro Lys 

10 15 

Ser Leu Gly Leu Ser Asn Leu Gin 
25 30 



Asp Tyr Lys Val Leu Val Phe Met: 
-15 -10 

Leu Gly Trp Tyr Arg lie Lys Ser 
1 5 

Asn Asp Asp lie Pro Glu Gin Asp 
20 

Lys Ser Gin He Gin Gly He Leu 
35 



INFORMATION FOR SEQ ID NO: 4 97: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 25 amino acids 
(3) TYPE: AMINO ACID 
( D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 



]Sfi (vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Spleen 

; |j (ix) FEATURE: 

(A) NAME /KEY : sig_ce?tide 
(3) LOCATION : -23 . . - 1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.4 

seq VFCLLISIPTPSA/HL 

(xi) SEQUENCE DESCRIPTION": SEQ ID MO: 497: 
Xo" ~ly Trp .-.ip Gly Cys Lys Cys Leu Gly Val Phe Cys Leu ] 
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-20 -15 -10 

Ser lie Pro Thr Pro Ser Ala His Leu 
-5 1 



(2} INFORMATION FOR SEQ ID NO: 4 98: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 149 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

{ F ) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -118 . . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.4 

seq ILAHRLGLIPIHA/D? 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 498: 



Met Ala Ala Ser Gin Ala Val Glu Glu Met Arg Thr Ala Trp Phe Trp 
-115 -110 -105 

Gly Ser Leu Gly Phe Ala Met Ser lie Leu Leu Thr Phe Pro Val Thr 
-100 -95 -90 

He Pro Val Met Met Met Pro Gly Thr Arg Xaa Gly Phe Glu Xaa Arg 
-35 -80 -75 

Xaa Phe Arg Val Asp Val Val His Met Asp Glu Asn Ser Leu Glu Phe 
-70 -65 -60 -55 

Asp Met Val Gly He Asp Ala Ala He Ala Asn Ala Phe Arg Arg He 
-50 -45 -40 

Leu Leu Ala Glu Val Pro Thr Met Ala Val Glu Lys Val Leu Val Tyr 
-35 -30 -25 

Asn Asn Thr Ser lie Val Gin Asp Glu He Leu Ala His Arg Leu Gly 
-20 -15 -10 

Leu He Pro lie His Ala Asp Pro Arc Leu Phe Glu Tyr Arg Asn Gin 
-5 1 5 10 

Hy Asp Glu Glu Gly Thr Glu lie Asp Thr Leu Gin Phe Arg Leu Gin 
- 15 20 25 

Val Arg Cys Tnr Arg 

30 



<WO 9906548A2_L> 



WO 99/06548 634 PCT7IB98/01222 



INFORMATION FOR SEQ ID NO: 499:" 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 124 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
( F) TISSUE TYPE: Muscle 

(ix) FEATURE: 

(A) NAME/KEY: sigjoeptide 

(B) LOCATION: -77 . . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.4 

seq FEARIALLPLLQA/ET 

(:<i) SEQUENCE DESCRIPTION: SEQ ID NO: 4 99: 



let Ala Ala Ser Lys Val Lys Gin Asp Met Pro Pro Pro Gly Gly Tyr 
-75 -70 -65 

jiv Pro lie Asp Tyr Lys Arg Asn Leu Pro Arg Arg Gly Leu Ser Gly 
-60 -55 -50 

yr Ser Met Leu Ala He Gly lie Gly Thr Leu He Tyr Gly His Trp 
45 -40 -35 -30 

er He Met Lys Trp Asn Arg Glu Arc Arg Arg Leu Gin He Glu Asp 
-25 -20 -15 

he Glu Ala Arg lie Ala Leu Leu Pro Leu Leu Gin Ala Glu Thr Asp 
-10 -5 1 

.rg Xaa Thr Leu Gin Met Leu Arg Glu Asn Leu Glu Glu Glu Ala lie 
5 10 15 

le Met Xaa Asp Val Xaa Asp Trp Xaa Val Gly Xaa Xaa Xaa Val Pro 
20 25 30 35 

lis Asn Pro Leu Gly Ala Pro Leu Asp Arg Gly Ala 
40 * 45 



(2) INFORMATION FOR SEQ ID MO: 500: 

(i) SEQUENCE CHARACTERISTICS: 

{ A) LENGTH: 4 9 amino acids 
(3) TYPE: AMINO ACID 
{ D } TOPOLOGY: LINEAR 

in) MOLECULE TYPE: PROTEIN 

fvi) ORIGINAL SOURCE: 
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(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Lymph ganglia 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
{ 3 ) LOCATION: -4 2. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 4.4 

seq VLFFTGWWIIIDA/AV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 500: 



Met Ser Giy Phe Leu Glu Gly Leu Arg Cys Ser Glu Cys lie Asp Trp 
-40 -35 -30 

Gly Glu Lys Arg Asn Thr lie Ala Ser lie Ala Ala Gly Val Leu Phe 
-25 -20 -15 

Phe Thr Gly Trp Trp He He He Asp Ala Ala Val lie Tyr Pro Thr 
-10 -5 1 5 

Arg 



(2) INFORMATION FOR SEQ ID NO: 501: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 58 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

'.A) ORGANISM: Homo Sapiens 
:F] TISSUE TYPE: Brain 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -44 . .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
;D) OTHER INFORMATION: score 4.4 

seq LVFLTFLSIPSFV/GL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 501: 



Met Met Thr Gin Glu Pro Giy lie Tyr Thr Trp Pro Glu Lys Thr Arg 
-40 -35 ' -30 

lie lie Cys Ser Ala Cys Ser Ser Val Pro Leu Pro Trp Thr Val Leu 
-25 -20 * -15 

'/ii Phe Leu Thr Phe Leu Ser He Pro Ser Phe Val Gly Leu Arg Asn 
-10 -5 1 

lie kzz Ala Glu Thr Phe Leu Gin Asn Val 
5 " 10 
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4 



(2) INFORMATION FOR SEQ ID NO: 502:* 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 140 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

( F} TISSUE TYPE: Substantia nigra 



(ix; FEATURE: 
Si (A) NAME/KEY: sig_peptide 

" : (3) LOCATION: -14.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
' ; (D) OTHER INFORMATION: score 4.4 

seq FLTALLWRGRIPG/RQ 

(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 502: 



Met Phe Leu Thr Ala Leu Leu Trp Arg Gly Arg He Pro Gly Arg Gin 
-10 ' -5 1 

Trp He Gly Lys His Arg Arg Pro Arg Phe Val Ser Leu Arg Ala Lys 
5 10 15 

Gin Asn Met He Arg Arg Leu Glu He Glu Ala Glu Asn His Tyr Trp 
20 25 30 

Leu Ser Met Pro Tyr Met Thr Arg Glu Gin Glu Arg Gly His Ala Xaa 
35 40 45 50 

Leu Arg Arg Arg Glu Ala Phe Glu Ala He Lys Ala Ala Ala Thr Ser 
55 60 65 

Lys Phe Pro Pro His Arg Phe He Ala Asp Gin Leu Asp His Leu Xaa 
70 75 " 80 

Xaa His Gin Glu Met Val Leu He Leu Ser Arg His Pro Trp He Leu 
85 90 95 

Trp He Thr Glu Leu Thr He Phe Thr Trp Ser Gly Leu Lys Asn Cys 
100 105 110 

Ser Leu Cys Glu Asn Glu Leu Trp Thr Ser Leu Tyr 
115 " 120 * 125 



.2^ INFORMATION FOR SEQ ID NO: 503: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 93 amino acids 
(3) TYPE: AMINO ACID 
(0) TOPOLOGY: LINEAR 
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(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM; Homo Sapiens 
(D) DEVELOPMENTAL STAGE: Fetal 
(F) TISSUE TYPE: kidney 

^ (ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -90.. -1 

<C) IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 4.3 

seq TCLTACWTALCCC/CL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 503: 



Met Asn Gin Glu Asn Pro Pro Pro Tyr Pro Giy Pro Giy Pro Thr Ala 

-90 -85 -30 -75 

Pro Tyr Pro Pro Tyr Pro Pro Gin Pro Met Giy Pro Giy Xaa Met Giy 
-70 -65 -60 

Giy Pro Tyr Pro Pro Pro Gin Giy Tyr Pro Tvr Gin Giy Tyr ?:o Gin 

-55 -50 * -45 

Tyr Giy Trp Gin Giy Giy Pro Gin Glu Pro Pro Lys Thr Thr Val Tyr 

-4*0 -35 " -30 

Val Val Glu Asp Gin Arg Arg Asp Glu Leu Giy Pro Ser Thr Cvs Leu 

-25 -20 -15 

Thr Ala Cys Trp Thr Ala Leu Cvs Cys Cys Cvs Leu Trp 

-10 -5 "l 



!) INFORMATION FOR SEQ ID NO: 504: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 119 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE : PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM : Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

fix) FEATURE: 

(A) NAME /KEY: sig_peptide 
(3) LOCATION: -54 . .-1 

•;C) IDENTIFICATION METHOD: Vcr. Heijne matrix 
{ D ) OTHER INFORMATION : score 4.3 

seq LIVWLLVKSFSES/GI 

(;-:i; SEQUENCE DESCRIPTION: SEQ ID NO: 504: 
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Met Ala Ser Leu Glu Val Ser Arg Ser Pro Arg Arg Ser Arg Arg Glu 
-50 -45 -AG 

Leu Glu Val Arg Ser Pro Arg Gin Asn Lys His Ser Val Leu Leu Pro 
-35 -30 -25 

Thr Tyr Asa Glu Arg Glu Glu Leu Pro Leu lie Val Trp Leu Leu Val 
-20 -15 -10 

Lys Ser ?he Ser Glu Ser Gly lie Asn Tyr Glu lie lie lie lie Asp 
"5 15 10 

Asp Gly Ser Pro Asp Gly Thr Arg Asp Val Ala Glu Gin Leu Glu Lys 
15 20 25 

He Tyr Gly Ser Asp Arg He Leu Leu Arg Pro Arg Glu Lys Lvs Leu 
30 35 40 

Gly Leu Gly Thr Ala Tyr He His Gly Met Xaa Thr Cys His Arg Xaa 
45 50 55 

Leu His His Tyr Tyr Gly Cys 
60 65 



(2) INFORMATION FOR SEQ ID NO: 505: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 35 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

( F ) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -14. .-1 

(C) IDENTIFICATION METHOD: von Heijne matrix 
<D) OTHER INFORMATION : score 4.2 

seq CPTCLCAPSXXWG/EP 

(xi) SEQUENCE DESCRIPTION : SEQ ID MO: 505: 



Met Cys Pro Thr Cys Leu Cys Ala Pro Ser Xaa Xaa Tro Gly Giu Pro 

-10 -5 ' 1 

Val Gly Ser Pro Gly Leu Ser Ser Pro Val Leu Ser Pro Ser Lvs Lys 

5 10 15 

A la Arg Ser 
2 0 



!2; INFORMATION FOR SEO ID NO: 506: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 53 amino acias 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Brain 

(ix) FEATURE: 

(A) NAME /KEY: sig_peptide 
(3) LOCATION: -19.. -1 

(C) IDENTIFICATION METHOD : Von Heijne matrix 

(D) OTHER INFORMATION: score 4.2 

seq AVAASAASGQAEG /KK 

{xi} SEQUENCE DESCRIPTION: SEQ ID NO: 506: 



el Ala Ala Ala Thr Gly Ala Val Ala Ala Ser Ala Ala Ser Glv Gin 
-15 -10 -5 

la Glu Gly Lys Lys He Thr Asp Leu Arg Val He Asp Leu Lys Ser 
1 5 10 

lu Leu Lys Arg Arg Asn Leu Asp He Thr Gly Val Lys Thr Val Leu 
15 20 25 

le Ser Arg Leu Arg 

30 



[N FORMAT ION FOR SEQ ID NO: 507: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 137 amino acids 
(3) TYPE: AMINO ACID 
( D] TOPOLOGY: LINEAR 

(iii MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

( D ) DEVELOPMENTAL STAGE : Fetal 

(?) TISSUE TYPE: kidney 

(i:<) FEATURE : 

(A) NAME / KEY : s ig_pept ide 

(B) LOCATION: -17 . . -1 

■JO IDENTIFICATION METHOD: Von Heijne matrix 
•(D) OTHER INFORMATION: score 4.2 

seq SLLXRVSVTAVAA/L5 

(xi) SEQUENCE DESCRIPTION: SEQ ID MO: 507: 



et Ala Ala Met Ser Leu Leu Xaa Arg '.'ii Ser Val Thr Alo Val Ala 
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-10 



-5 



Ala Leu Ser Gly Arg Pro Leu Gly Thr" Xaa Leu Gly Phe Glv Gly Phe 
1 5 10 " 15 



Leu Thr Arg Gly Phe Pro Lys Ala Ala Ala Pro Val Arg His Ser Gly 

20 25 30 

Asp His Gly Lys Arg Leu Phe Val He Arg Pro Ser Arg Phe Tyr Asp 

35 40 45 



Arg Arg Phe Leu Lys Leu Leu Arg Phe Tyr He Ala Leu Thr Gly He 
50 55 60 

Pro Val Ala Xaa Phe He Thr Leu Val Asn Val Phe He Gly Gin Ala 
65 70 75 

Glu Leu Ala Glu He Pro Glu Gly Tyr Val Pro Glu His Tro Glu Tyr 
30 85 90 ' 95 

Tyr Lys His Pro He Ser Arg Trp He Ala Arg Asn Phe Tyr Asp Ser 
100 105 * no 



Pro Xaa Lys He Tyr Glu Arg Thr Met 
115 120 



(2) INFORMATION FOR SEQ ID NO: 508: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 131 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM : Homo Sapiens 

(F) TISSUE TYPE: Lymph ganglia 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -25. ".-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.2 

seq LDLLRGLPRVSLA/NL 

(:<i) SEQUENCE DESCRIPTION: SEQ ID NO: 508: 



Met Ala Gly Pro Leu Gin Gly Gly Gly Ala Arg Ala Leu Aso Leu Leu 

-25 -20 -15 ' -10 

Arg Gly Leu Pro Arg Val Ser Leu Ala Asn Leu Lys Pro Asn Pro Gly 

-5 1 5 

Ser Lys Lys Pro Glu Arg Arg Pro Arg Gly Arg Arg Arg Glv Arg Lys 

10 15 20 

Cys Gly Arg Gly His Lys Gly Glu Ar^ Zlr. Arg Gly Thr Ari Pro Arg 
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25 30 35 

Leu Gly Phe Glu Gly Gly Gin Thr Prcf Phe Tyr lie Arg Xaa Pro Lys 
40 45 50 55 

Tyr Gly Phe Asn Glu Gly His Ser Phe Arg Arg Gin Tyr Lys Pro Leu 
60 65 70 

Ser Leu Asn Arg Leu Gin Tyr Leu He Asp Leu Gly Arg Vai Asp Pro 
75 80 85 

Ser Gin Pro He Asp Leu Thr Gin Leu Val Asn Gly Arg Gly Val Thr 
90 95 100 

He Ala Pro 
105 



(2) INFORMATION FOR SEQ ID NO: 509: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 136 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(i:<) FEATURE: 

(A) NAME /KEY: sig_peptide 

( B ) LOCATION: -41..-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.1 

seq GILILWIIRLLFS/KT 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 509: 



Met Ala Thr Ala Thr Glu Gin Trp Val Leu Val Glu Met Val Gin Ala 

-40 -35 -30 

^ Leu Tyr Glu Ala Pro Ala Tyr His Leu He Leu Glu Gly He Leu He 

"25 -20 -15 ' -10 

Leu Trp He He Arg Leu Leu Phe Ser Lys Thr Tyr Lys Leu Gin Glu 

ft -5 15 

Arg Ser Asp Leu Thr Val Lys Glu Lys Glu Glu Leu He Glu Glu Trp 
10 15 20 

Pro Glu Pro Leu Val Pro Pro Vai Pro Lys Asp His Pro Ala Leu 

25 30 35 

As:: Tyr Asn lie Vai Ser Gly Pro Pro Ser His Lys Tr.r Val Val Asn 

^ 45 50 55 
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Gly Lys Glu Cys lie Asn Phe Ala Ser Phe Asn Phe Leu Gly Leu Leu 
60 65 * 70 

Asp Asn Pro Arg Val Lys Ala Ala Ala Leu Ala Ser Leu Lys Lvs Tyr 
75 80 85 

Gly Val Gly Thr Cys Gly Pro Cys 
90 95 



(2) INFORMATION FOR SEQ ID NO: 510: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 82 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Substantia nigra 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -79. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.1 

seq QGVLFICFTCARS/FP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 510: 



Met Giu Asp Pro Asn Pro Glu Glu Asn Met Xaa Gin Gin Asp Ser Pro 
-75 -70 -65 

Lys Giu Arg Ser Pro Gin Ser Pro Gly Gly Asn lie Cys His Leu Gly 
-60 -55 -50 

Ala Pro Lys Cys Thr Arg Cys Leu lie Thr Phe Ala Asp Ser Lvs Xaa 
-45 -40 -35 

Xaa Giu Arg His Met Lys Arg Glu His Pro Ala Asp Phe Val Ala Gin 
-30 -25 -20 

Lys Leu Gin Gly Val Leu Phe lie Cys Phe Thr Cys Ala Arg Ser Phe 
-15 -10 -5 1 

Pro Ser 



INFORMATION FOR SEQ ID MO: 511: 

(i) SZQUZ^ZZ CHARACTERISTICS: 

(A) LENGTH: 14 2 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM : Homo Sapi'ens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -32. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.1 

seq RLLSSLLLTMSNN/NP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 511: 



Met Asn Val He 
-30 

Ser Asn Val Arg 
-15 

Asn Pro Glu Leu 



His Ala Asp Ser 
20 

Lys Tyr Thr Met 
35 

Lys Val Arg Pro 
50 

Cys Leu Pro Ser 
65 

Thr Met Leu Lys 



Pro Phe Lys Thr 
100 



Asp His Val Arg 
-25 

Leu Leu Ser Ser 
-10 

Phe Ser Pro Pro 
5 

Leu Phe His Asp 



Ala Leu Gin Gin 
40 

Ser Thr Gly Asn 
55 

Glu He Glu Val 

70 

Gin Asp Lys Asp 
85 

Lys Asn Ser Gin 



Asp Met Ala Ala 



Leu Leu Leu Thr 
-5 

Gin Lys Tyr Gin 

io 

Lys Glu Tyr Arg 
25 

Lys Lys Ala Leu 



Ser Ala Ser Thr 
60 

Lys Tyr Lys Met 
75 

Ala lie Ala He 
90 

Asn Lys His Asp 
105 



Ala Gly Leu His 
-20 

Met Ser Asn Asn 



Leu Leu Val Tyr 
15 

Asn Ala Val Ser 
30 

Ser Lys Thr Ser 
45 

Pro Gin Ser Gin 



Ala Glu Cys Tyr 
80 

Leu Asp Gly Xaa 
95 

Ala Gly 
110 



(2) INFORMATION FOR SEQ ID NO: 512: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 72 amino acids 
(3} TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Brain 

( ix) FEATURE: 

( A ) NAME /KEY: s i g_pe p c ide 
(3) LOCATION: -58.". -I 

(C) IDENTIFICATION METHOD : Von Heijne matrix 
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(D) OTHER INFORMATION: score 4.1 

seq LVHHCPTWQWATG/EE 

(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 512: 



Met Gin Asn Val lie 
-55 

Glu Tyr Leu Thr Pro 
-40 

Val He Thr Pro Glu 
-25 

His Cys Pro Thr Trp 
-10 

Ala Tyr Leu Pro Thr 



Asn Thr Val Lys Gly Lys 
-50 

Val Leu Lys Glu Ser Lys 
-35 

Glu Phe Val Ala Ala Gly 
-20 

Gin Trp Ala Thr Gly Glu 
-5 1 

Gly Lys Trp 



Ala Leu Glu Val Ala 
-45 

Phe Lys Glu Thr Gly 
-30 

Asp His Leu Val His 
-15 

Glu Leu Lys Val Lys 
5 



(2) INFORMATION FOR SEQ ID NO: 513: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 91 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM : Homo Sapiens 
(?) TISSUE TYPE: Colon 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -88.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
{ D } OTHER INFORMATION: score 4.1 

seq CIQRLPWLLLCRG/IT 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 513: 



Met Ala Thr Leu Thr Phe Ser Leu Arg Lys Pro Leu Gin Arg Ser Leu 
-35 -80 -75 

He Arg Pro Ser His Leu Pro Leu Cys Cys Phe Asp Trp Arg Leu Ser 
-70 -55 -60 

His Tyr Tyr Arg Leu Pro Pro Ala Val Arg Leu His Gin Gin Arg Gly 
-55 -50 -45 

Gly Arg Pro Gly Arg Ser Ser Ala Asp His Trp His Ser Gly Val Pro 
-40 -35 -30 -25 



?hr Arg lie Leu Pro Pro Ala His Arg Leu Leu Cvs He Gin. Arg Lei 
-20 " -15 * -10 



<WO 9906548A2_L> 



WO 99/06548 645 PCT/IB98/01222 

Pro Trp Lea Leu Leu Cys Arg Gly He Thr Ser 



{2} INFORMATION FOR SEQ ID NO: 514: 

^ (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 72 amino acids 

(3) TYPE: AMINO ACID 
|jj (D) TOPOLOGY: LINEAR 

H (ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
P> (F) TISSUE TYPE: Brain 

FEATURE: 
(A) NAME /KEY : sig_peptide 
(3) LOCATION: -49. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4 

seq PSLAAGLLFGSXA/GL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 514: 



Met Glu Lys Pro Leu Phe Pro Leu Val Pro Leu His Trp Phe Gly Phe 
-45 -40 -35 

Gly Tyr Thr Ala Leu Val Val Ser Gly Gly lie Val Glv Tyr Val Lys 
-30 -25 * -20 

Thr Gly Ser Val Pro Ser Leu Ala Ala Glv Leu Leu Phe Glv Ser Xaa 
-15 -10 -5 

Ala Gly Leu Gly Ala Tyr Gin Leu Tyr Gin Asp Pro Arg Asn Val Trp 
15 10 15 

Gly Phe Leu Ala Ala Thr Ser Val 
20 



[2) INFORMATION FOR SEQ ID NO: 515: 

$ 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 65 amino acids 
(3) TYPE: AMINO ACID 
|§ (0) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi ) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

\?) TISSUE TYPE: Normal prostate 

ii:-:, FEATURE: 
^ < A } NAME /KEY; 3 ig_peptide 

■;3) LOCATION: -13 . . -1 
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(C) IDENTIFICATION METHOD: Von Heijne matrix 
(DJ OTHER INFORMATION: score 4 

' seq VAVGLTIAAAGFA/GR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 515: 



Met Ala Ser Thr Val Val Ala Val Gly Leu Thr lie Ala Ala Ala Gly 

^ -15 -10 -5 

Phe Ala Gly Arg Tyr Val Leu Gin Ala Met Lys His Met Glu Xaa Gin 
i I 5 10 

F Val Lys Gin Val Phe Gin Ser Leu Pro Lys Ser Ala Phe Ser Gly Gly 

15 20 25 30 

Tyr Tyr Arg Gly Xaa Phe Glu Pro Xaa Met Xaa Lys Arg Glu Ala Ala 
35 40 4 5 

•** Gly 



(2; INFORMATION FOR SEQ ID NO: 516: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 110 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(?) TISSUE TYPE: Brain 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -83. .-1 

JO IDENTIFICATION METHOD: Von Heijne matrix 
■D) OTHER INFORMATION : score 4 

seq AFS FS RLLSQCR? / DC 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 516: 



# Met Val He Arg Val Tyr He Ala Ser Ser Ser Gly Ser Thr Ala He 

-30 -75 -70 

- : Lys Lys Lys Gin Gin Asp Val Leu Gly Phe Leu Glu Ala Asn Lys He 

H -65 -60 -55 

Hy Phe Glu C-lu Lys Asp He Ala Ala Asn Glu Glu Asn Arg Lys Trp 
-50 -45 -40 

Me-; Arg Glu Asn Val Pro Glu Asn Ser Arg Pro Ala Val Gin Gly Pro 
-35 " -30 -25 -20 

His Ala Phe Arg Tyr Lys Ala Phe Ser Phe Ser Arg Leu Leu Ser Gin 
-fi -15 -10 -5 
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Cys Arg Pro Asp Cys Leu Asn Met Leu Arg Arg Phe Ser Gin Tyr Cys 
1 5 10 

Leu Tyr Leu Val Met Glu Lys Ala Leu Leu Phe Phe Phe Phe 
15 20 25 



(2) INFORMATION FOR SEQ ID NO: 517: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 53 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM; Homo Sapiens 
(F) TISSUE TYPE: Brain 

(ixi FEATURE: 

(A J NAME /KEY : sig_peptide 
(3) LOCATION: -4 2. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
( 0 } OTHER INFORMATION: score 4 

seq ITSSLFLGRGSVA/SN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 517: 



Met Ser Ser Arg Gly His Ser Thr Leu Pro Arg Thr Leu Met Ala Pro 

-40 -35 -30 

Arg Met lie Ser Glu Gly Asp lie Gly Gly lie Ala Gin He Thr Ser 

-25 -20 -15 



Ser Leu Phe Leu Gly Arg Gly Ser Val Ala Ser Asn Arg His Leu Leu 



-10 



-5 



Gin Ala Arg Gly lie 
10 



(2) INFORMATION FOR SEQ ID NO: 518: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 55 ammo acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

;F) TISSUE TYPE: Dystrophic muscle 

{!:<■ FEATURE: 

;A) NAME /KEY : sig_peptide 
■!3) LOCATION: -IS. .-1 
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<C) IDENTIFICATION METHOD: Von Heijne matrix 
[0] OTHER INFORMATION: score 3.9 

"seq PALCLFDVDGTLT/AP 

(xi) SEQUENCE DESCRIPTION: SEQ ID MO: 518: 



Met Ala Ala Pro Gly Pro Ala Leu Cys Leu Phe Asp Val Asp Gly Thr 
-15 -10 -5 

Leu Thr Ala Pro Arg Gin Lys He Thr Lys Glu Met Asd Asp Phe Leu 
^ 1 5 10 

$ 

fa, Gin Lys Leu Arg Gin Lys He Lys He Gly Val Val Gly Gly Ser Asp 

15 * 20 25 30 

Phe Glu Lys Val Gin Glu Arg 
35 



(2) INFORMATION FOR SEQ ID NO: 519: 

SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 33 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Normal prostate 

(ix! FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -19. . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
( D } OTHER INFORMATION: score 3.9 

seq ILFHGVFYAGGFA/I V 

;>:i) SEQUENCE DESCRIPTION: SEQ ID NO: 519: 




Met Pro Leu Gly Ala Arg He Leu Phe His Gly Val Phe Tyr Ala Gly 

-15 -10 -5 

Gly Phe Ala He Val Tyr Tyr Leu He Gin Lys Phe His Ser Arg Thr 

1 5 10 



$3 Leu 
-3i 



(2; INFORMATION FOR SEQ ID NO: 520: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 57 ammo acids 
; B ) TYPE: AM I NO AC I D 
[ D) TOPOLOGY: LINEAR 
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(ii; MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

{ A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -13. . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.9 

seq MLLSIGMLMLSAT/QV 

<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 520: 



Met Leu Leu Ser lie Gly Met Leu 
-10 

Thr lie Leu Thr Val Gin Leu Phe 
5 10 

Glu Xaa Asp lie Leu Ala Tyr Asn 
20 ' 25 

Asp Asp Leu Pro Ala Arg Phe Gly 
40 



Met Leu Ser Ala Thr Gin Val Tyr 
-5 1 

Ala Phe Leu Asn Leu Leu Pro Val 
15 

Phe Glu Asn Ala Ser Gin Thr Phe 
30 35 

Tyr 



(2) INFORMATION FOR SEQ ID NO: 521: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 96 amino acids 
(3) TYPE: AMINO ACID 
!D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

!A) ORGANISM: Homo Sapiens 
( T) TISSUE TYPE: Uterus 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -2 5..-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.9 

seq W I AAVT I AAGT AA / I G 

(:-::) SEQUENCE DESCRIPTION: SEQ ID NO: 521: 



Met Ser Leu Thr Ser Ser Ser Ser Val Arg Val Glu Trp He Ala Ala 
-25 -2C -15 -10 

Val Thr He Ala Ala Gly Thr Ala Ala lie Gly Tyr Leu Ala Tyr Lys 
-5 1 5 

Arg Phe Tyr Val Lys Asp His Arg Asp. Lys Ala Met lie Asn Leu His 
10 15 20 
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lie Gin Lys Asp Asn Pro Lys He Val His Ala Phe Asp Met Glu Asd 

25 30 • 35 

Xaa Xaa Asp Lys 'Ala Val Tyr Cys Arg Cys Trp Arg Ser Lys Lys Phe 

40 45 50 " 55 

Pro Phe Cys Asp Gly Ala His Thr Xaa Xaa Asn Glu Giu Thr Gly Leu 

60 65 70 



(2) INFORMATION FOR SEQ ID NO: 522: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 108 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(li) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

( F) TISSUE TYPE: Cancerous prostate 

fix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -61. .-1 

(C) IDENTIFICATION METHOD : Von Heijne matrix 

(D) OTHER INFORMATION: score 3.9 

seq YTAVSVLAGPRWA/DP 

(xi ) SEQUENCE DESCRIPTION: SEQ ID MO: 522: 



Met Ser Gly Ser Asn Gly Ser Lys Glu Asn Ser His Asn Lys Ala Arg 
-60 -55 -50 

Thr Ser Pro Tyr Pro Gly Ser Lys Val Giu Arg Ser Gin Val Pro Asn 
-45 -40 -35 -30 

Giu Lys Val Gly Trp Leu Val Giu Trp Gin Asp Tyr Lys Pro Val Glu 
-25 -20 -15 

Tyr Thr Ala Val Ser Val Leu Ala Gly Pro Arg Trp Ala Asd Pro Gin 
-10 -5 1 

lie Ser Xaa Ser Xaa Phe Ser Pro Lys Phe Asn Glu Lys Asd Giv His 
5 10 15 

Val Glu Arg Xaa Ser Lys Asn Gly Leu Tyr Glu lie Xaa Asn Giv Arg 
20 25 30 * 35 

Pro Arg Asn Pro Ala Asp Gly Leu Asp Trp Trp Ala 
40 4 5 



(2 j INFORMATION FOR SEQ ID MO: 52 3: 
•i^ SEQUENCE CHARACTERISTICS: 
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(A) LENGTH: 42 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

fii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 
0 (A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

FEATURE : 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -30.. -1 

<C) IDENTIFICATION METHOD: Von Heijne matrix 
{ D) OTHER INFORMATION: score 3.9 

seq LWMRWTVTSTTRA/WI 

SEQUENCE DESCRIPTION: SEQ ID NO: 523: 



i 



Cix) 



(xi) 



Met Ala lie Ser Leu Arg Ser Ser Gly lie Ser Val Lys Cys Leu Ser 
-30 -25 -20 -15 

Lys Leu Trp Met Arg Trp Thr Val Thr Ser Thr Thr Arg Ala Tro lie 
-10 -5 1 

$ Xaa Ala Glu Pro Pro Gin Leu Asp lie Ser 

^ 5 10 



[2) INFORMATION FOR SEQ ID NO: 524: 

(l) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 65 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Uterus 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -27.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.8 

seq FVLGSARLGGSGS/MR 



1 



(xi) SEQUENCE DESCRIPTION: SEQ ID MO: 524: 



Me- Ser Glu Val Arg Leu Pro Pro Leu Arg Ala Leu Asp Asp Phe Vai 
-25 -20 -15 

Leu Gly Ser Ala Arg Leu Gly Gly Ser Gly Ser Met Arg Pro Ala Ala 
-10 -5 1 5 



Pro Arg His Gin Gin Pro Pro Leu Leu Pro Asn Gin Lev. 
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10 15 20 

Pro Ser Leu Leu Arg His Arg Pro Arg Ser Arg Arg Val Arg Tar Ala 
25 30 35 

Thr 



(2) INFORMATION FOR SEQ ID NO: 525: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 19 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Muscle 

<i>:) FEATURE : 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -15.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.8 

seq LVSATAWLEECWW/SE 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 525: 



Met Lys Leu Val Ser Ala Thr Ala Trp Leu Glu Glu Cys Trp Tro Ser 
-15 -10 -5 ' 1 

Glu Leu Ser 



(2) INFORMATION FOR SEQ ID NO: 52 6: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 38 amino acids 

( B ) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
;F) TISSUE TYPE : Brain 

(ix) FEATURE: 

(A) NAME /KEY: sig__peptide 
(3) LOCATION: -34 . .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix. 
O) OTHER INFORMATION: score 3.8 

seq LYVPLLAVCCLHS/VV 

ixi) SEQUENCE DESCRIPTION: SEQ ID NO: 526: 
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Met Lys Ala He Ser Val Ser Leu Leu Arg Leu Thr Lys Leu Leu Trp 
-30 --25 -20 

Phe Phe Ser He Val Leu Tyr Val Pro Leu Leu Ala Val Cys Cys Leu 
-15 -10 -5 

His Ser Val Val Phe Phe 
1 



(2) INFORMATION FOR SEQ ID NO: 527: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 143 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Thyroid 



-i <ix) FEATURE: 

g (A) NAME/KEY: sig_peptide 

| (B) LOCATION: -118.. -1 

$ (C) IDENTIFICATION METHOD: Von Heijne matrix 

' (D) OTHER INFORMATION: score 3.8 

'i seq LMIALTWGC I FM/ VI 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 527: 



j Met Glv Ser Leu Ser Gly Leu Arg Leu Ala Ala Gly Ser Cys Phe Arg 

''! " -115 -110 -105 

Leu Cys Glu Arg Asp Val Ser Xaa Ser Leu Arg Leu Thr Arg Ser Ser 
-100 " -95 -90 

Asp Leu Lys Arg He Asn Gly Phe Cys Thr Lys Pro Gin Glu Ser Pro 
-85 -80 -75 

Gly Ala Pro Ser Arg Thr Tyr Asn Arg Val Pro Leu His Lys Pro Thr 
-70 -65 -60 -55 

Asp Trp Gin Lys Lys He Leu He Trp Ser Gly Arg Phe Lys Lys Glu 
-50 -45 -40 

f| Xaa Xaa He Pro Glu Thr Val Ser Leu Glu Met Leu Xaa Xaa Ala Lys 

* -35 -30 -25 

Asn Lys Met Arg Val Lys He Ser Tyr Leu Met He Ala Leu Thr Val 
-20 -15 -10 

Val Gly Cys lie Phe Met Val He Glu Gly Lys Lys Ala Ala Gin Arg 
-5 15 10 

r : .is G'.u Thr Leu Thr Ser Leu Xaa Leu Glu Lys Lys Ala Arg Leu 
15 20 25 
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(2) INFORMATION FOR SEQ ID NO: 528: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 118 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Brain 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -100.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
<D) OTHER INFORMATION: score 3.7 

seq LASSFLFTMGGLG/FI 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 528: 



Met Glu Thr Leu Tyr Arg Val Pro Phe Leu Val Leu Glu Cys Pro Asn 
-100 -95 -90 -85 

Leu Lys Leu Lys Lys Pro Pro Trp Leu His Met Pro Ser Ala Met Thr 
-80 -75 -70 

Val Tyr Aia Leu Val Val Val Ser Tyr Phe Leu He Thr Gly Giv He 
-65 -60 -55 

He Tyr Asp Val He Val Glu Pro Pro Ser Val Gly Ser Met Thr Asp 
-50 -45 -40 

Glu His Gly His Gin Arg Pro Val Ala Phe Leu Ala Tyr Arg Val Asn 
-35 -30 -25 

Gly Gin Tyr He Met Glu Gly Leu Ala Ser Ser Phe Leu Phe Thr Met 
-20 -15 -10 -5 

Gly Gly Leu Gly Phe He He Leu Asp Gly Ser Xaa Ala Pro Asn He 
1 5 10 



Lys Leu Asn Arg Phe 
15 



■IFORMATIOM FOR SEQ ID NO: 529: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 57 amino acids 

(B) TYPE : AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -13.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.7 

seq MLVLRSGLTKALA/SR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 529: 



Met Leu Val Leu Arg Ser Gly Leu Thr Lvs Ala Leu Ala Ser Arg Thr 
-10 -5 1 

Leu Ala Xaa Gin Xaa Xaa Phe Ala His Arg Ala Glu Val Arg Lvs Ala 
5 10 15 

Leu Ala Asn Cys Lys Glu Trp Gin Glu Gin Ser He He Pro Asn Leu 
20 25 30 35 

Ala Arg He Asp Lys Gin Glu Thr Arg 
40 



(2) INFORMATION FOR SEQ ID NO: 530: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 72 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(li) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Thyroid 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -36. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.7 

seq NIESLAWTGGTLG/HP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 530: 



Met Ala Ala Pro Leu Ser Val Glu Val Glu Phe Gly Glv Gly Ala Xaa 

-35 -30 -25 

Ser Cys Leu Thr Val Leu Arg Asn lie Glu Ser Leu Ala Tro Thr Glv 

-23 -15 ■ -10 * -5 

Gly Thr Leu Gly His Pro Glu Pro Ala His Leu Asp Gin Glu Glu Phe 

1 5 10 



Lys Arg Ala Ala Xaa Val Val His Pro Gly Arg Gin Arg Ala Ala 
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20 



25 



Arg Asn Ser Gly Ala Asp Tyr Arg 
30 35 



-! 



(2) INFORMATION FOR SEQ ID NO: 531: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 68 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Umbilical cord 

(i:<) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -65.. -1 

(C) IDENTIFICATION METHOD : Von Heijne matrix 
(0) OTHER INFORMATION: score 3.7 

seq FVGGLPVIFWSWA/GL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 531: 



Met Thr His Leu lie Glu Tyr Asp Arg His Arg Lys Ser Arg Leu Ser 
-65 -60 -55 -50 

Pro Leu Gin His Leu Tyr Leu Leu Pro Ala Asp His Ser Arg Asn Ala 
-45 -40 -35 

Ala Glu Arg Phe Pro Gly Ala Trp Phe Gin Pro Pro Thr Val Asp Ser 
-30 -25 -20 



;iu Ala Ser Ala Phe Val Gly Gly Leu Pro Val He Phe Trp Ser Tro 
-15 -10 -5 

^la Gly Leu Val 
I 



INFORMATION FOR SEQ ID NO: 5 32: 

•i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 104 amino acids 
(=) TYPE: AMINO ACID 
(D> TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE : PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(?) TISSUE TYPE : Ucerus 
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(A) NAME /KEY : sig_pe?t ide 
(3) LOCATION: -22.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.7 

seq WARKLLSVPWLLC/GP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 532: 



Met Ala Ala Ala Ala Leu Gly Gin lie Trp Ala Arg Lys Leu Leu Ser 
-20 -15 -10 

Val Pro Trp Leu Leu Cys Gly Pro Arg Arg Tyr Ala Ser Ser Ser Phe 
-5 15 10 

Lys Ala Ala Aso Leu Gin Leu Glu Met Thr Gin Lys Pro His Lys Lys 
15 20 25 

Pro Gly Pro Gly Glu Pro Leu Val Phe Gly Lys Thr Phe Thr Asp His 
30 35 40 

Met Leu Met Val Glu Trp Asn Asp Lys Gly Trp Gly Gin Pro Arg lie 
45 50 55 

Gin Pro Phe Gin Asn Leu Thr Leu His Pro Ala Ser Ser Ser Leu His 
60 65 70 

Tvr Ser Leu Gin Leu Phe Glu Gly 
75 80 



(2) INFORMATION FOR SEQ ID NO: 533: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 99 amino acids 
{3} TYPE: AMINO ACID 
O) TOPOLOGY: LINEAR 

(li) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3} LOCATION: -38.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
iDi OTHER INFORMATION: score 3.7 

seq CPLLLLVFTTNNG/RH 

(xl) SEQUENCE DESCRIPTION: SEQ ID NO: 533: 



Met Ala Val Glu Ser Arg Val Thr 
-35 

Glu Lys Pro lie Asp Arg Glu Lys 

-20 * -15 



Glr. Glu Glu lie Lys Lys Glu Pro 
-30 -25 

Thr Cys Pro Leu Leu Leu Leu Val 
-10 
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Phe Thr Thr Asn Asn Gly Arg His His Arg Met Asp Giu Phe Ser Arg 
-5 15 10 

Glv Asn Val Pro Ser Ser Glu Leu Gin lie Tyr Thr Trp Met Asp Ala 
•15 20 25 

Thr Leu Lys Glu Leu Thr Ser Leu Val Lys Glu Val Tyr Pro Glu Ala 
30 35 40 

Arg Xaa Lys Gly Thr His Phe Asn Phe Ala Xaa Val Phe Thr Asp Val 
45 50 55 

Lys Arg Pro 
60 



(2) INFORMATION FOR SEQ ID NO: 534: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 54 amino acids 
(3) TYPE: AMINO ACID 
;D> TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

{ D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -22 . . -1 

(C) IDENTIFICATION METHOD: Von Heijr.e matrix 
{ D) OTHER INFORMATION: score 3.7 

seq AVLDCAFYDPTHA/WS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 534: 



Met Arg Leu Lys Tyr Gin His Thr Gly Ala Val Leu Asp Cys Ala Phe 
-20 " -15 -10 

Tyr Asp Pro Thr His Ala Trp Ser Gly Gly Leu Asp His Gin Leu Lys 
-5 1 5 10 

Met His Aso Leu Asn Thr Asp Gin Glu Asn Leu Val Gly Thr Met Met 
15 * 20 25 

Pro Leu Ser Asp Val Leu 

30 



\2) INFORMATION FOR SEQ ID NO: 535: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 88 amino acids 
;3i TYPE: AMINO ACID 
TOPOLOGY: LINEAR 
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(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Uterus 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -86. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.7 

seq WAVVLADT AVTSG / RG 

{xi> SEQUENCE DESCRIPTION: SEQ ID NO: 535: 



Met Ala Leu Leu Phe Ala Arg Ser Leu Arg Leu Cys Arg Trp Gly Ala 
-85 -80 -75 

Lys Arg Leu Gly Val Ala Ser Thr Glu Ala Gin Arg Gly Val Ser Phe 
-70 -65 -60 -55 

Lys Leu Xaa Glu Lys Thr Ala Kis Ser Ser Leu Ala Leu Phe Arg Aso 
-50 -45 -40 

Asp Thr Gly Val Lys Tyr Gly Leu Val Gly Leu Glu Pro Thr Lys Val 
-35 -30 -25 

Ala Leu Asn Val Glu Arg Phe Arg Glu Trp Ala Val Val Leu Ala Asd 
-20 -15 -10 

Thr Ala Val Thr Ser Gly Arg Gly 
-5 1 



(2) INFORMATION FOR SEQ ID NO: 536: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 107 amino acids 
(3) TYPE : AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Umbilical cord 

(ix) FEATURE: 

(A) NAME /KEY : sig_pe?tide 
[3) LOCATION: -68. .-1 

■;C) IDENTIFICATION METHOD: Von Heijne matrix 
\0) OTHER INFORMATION: score 3.6 

seq ILLGMYCVAVADA/KK 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 536: 
Met Ala Ala Ala Ala Ala Gly Thr Xaa Thr Ser Gin Arg Phe Phe Gin. 
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; -65 -60 -55 

Ser Phe Ser Asp Ala Leu lie Asp Glu'Asp Pro Gin Ala Ala Leu Glu 
I -50 -45 -40 

Glu Leu Thr Lys Ala Leu Glu Gin Lys Pro Asp Asp Ala Gin Tvr Tyr 
-35 -30 -25 

% Cys Gin Arg Ala Tyr Cys His He Leu Leu Gly Asn Tyr Cys Val Ala 

-20 -15 -10 -5 

M Val Ala Asp Ala Lys Lys Ser Leu Glu Leu Asn Pro Asn Asn Ser Thr 



1 5 10 

Ala Met Leu Arg Lys Gly He Cys Glu Tyr His Glu Lys Asn Tvr Ala 
15 20 25 

Ala Ala Leu Glu Thr Phe Tyr Arg Arg Thr Gly 
30 35 



(2) INFORMATION FOR SEQ ID NO: 537: 

: (i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 81 amino acids 
£j (B) TYPE: AMINO ACID 

9. (D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

1 <vi) ORIGINAL SOURCE: 

] (A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(FJ TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sigjpeptide 
CB) LOCATION: -60.. -1 

(C) ' IDENTIFICATION METHOD: Von Heijne matrix 
{ D) OTHER INFORMATION: score 3.5 

seq WFYIGSSLNGTRG/KR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 537: 



:8 



Met Ala Gin Leu Lys Tyr Met Glu Asn Val Gly Tyr Ala Gin Glu Asp 
-60 -55 -50 -45 

Arg Glu Arg Met His Arg Asn He Val Ser Leu Ala Gin Asn Leu Leu 
-40 -35 -30 

Asn Phe Met He Gly Ser lie Leu Asp Leu Trp Gin Cys Phe Leu Trp 
-25 -20 -15 

Phe Tyr He Gly Ser Ser Leu Asn Gly Thr Arg Gly Lys Arg Val Pro 
-10 -5 1 



Ala His Phe Ser Asn Thr Ser Leu His Tyr Leu Asn Ala Ala Tro Pro 
5 10 15 20 
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(2) INFORMATION FOR SEQ ID NO: 538: 

(i) SEQUENCE CHARACTERISTICS: 

{A) LENGTH: 40 amino acids 
(3) TYPE: AMINO ACID 
[D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Brain 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -31. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
{0) OTHER INFORMATION: score 3.5 

seq WSPLSTR5GGTHA/CS 

fxi) SEQUENCE DESCRIPTION: SEQ ID NO: 533: 



Met Ser Pro Ala Phe Arg Ala Met Asp Val Glu Pro Arg Ala Lys Gly 

-30 -25 -20 

Ser Phe Trp Ser Pro Leu Ser Thr Arg Ser Gly Gly Thr His Ala Cys 
-15 -10 -5 1 

Ser Ala Ser Xet Arg Gin Pro Trp 



(2) INFORMATION FOR SEQ ID NO: 539: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 110 amino acids 
(3) TYPE: AMINO ACID 
(0) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

{AJ ORGANISM: Homo Sapiens 

■ FJ TISSUE TYPE: Substantia nigra 

FEATURE: 
;A) NAME /KEY: sig_peptide 
(3) LOCATION: -54 . .-1 

■;C) IDENTIFICATION METHOD: Von Heijne matrix 
[2) OTHER INFORMATION: score 3.5 

seq S I LAQVLDQSARA/ RL 

SEQUENCE DESCRIPTION: SEQ ID NO: 539: 
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Met Ala Asp Glu Glu Leu Glu Ala Leu Arg Arg Gin Arg Leu Ala Glu 

-50 -45 -40 

Leu Gin Ala Lys His Gly Asp Pro Gly Asp Ala Ala Gin Gin Glu Ala 

-35 -30 -25 

Lys His Arg Glu Ala Glu Met Arg Asn Ser He Leu Ala Gin Val Leu 

-20 -15 -10 

Asp Gin Ser Ala Arg Ala Arg Leu Ser Asn Leu Ala Leu Val Lys Pro 

-5 1 5 10 

Glu Lys Thr Lys Ala Val Glu Asn Tyr Leu lie Gin Met Ala Arg Tyr 

15 20 25 



3b 



Gly Gin Leu Ser Glu Lys Val Ser Glu Gin Gly Leu He Glu He Leu 
30 35 40 



Lys Lys Val Ser Gin Gin Thr Glu Lys Xaa Thr Thr Val Arg 
45 50 55 



(2) INFORMATION FOR SEQ ID NO: 540: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 86 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

{A) NAME /KEY : sig_peptide 
(3) LOCATION: -63..-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
(0) OTHER INFORMATION: score 3.5 

seq GLVCAGLADMARP/AE 

<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 540: 



4$ Met Ser Ala Ala Gly Ala Arg Gly Leu Arg Ala Thr Tyr His Arg Leu 

-60 -55 -SO 

J Leu Asp Lys Val Glu Leu Met Leu Pro Glu Lys Leu Ara Pro Leu Tyr 

I -45 -40 -35 

Asn His Pro Ala Gly Pro Arg Thr Val Phe Phe Trp Ala Pro lie Met 

-30 -25 -20 

Lys Trp Gly Leu Val Cys Ala Gly Leu Ala Asp Met Ala Arg Pro Ala 

-15 -10 -5 1 

Giu Lys Leu Ser Thr Ala Gin Ser Xaa Val Leu Met Ala Thr Gly Phe 

*5 5 10 15 
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lie Trp Ser Arg Tyr Ser 

20 



(2) INFORMATION FOR SEQ ID NO: 541: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 127 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
<F) TISSUE TYPE: Muscle 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -86.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

( D) OTHER INFORMATION: score 3.5 

seq TGXLNMTLQRASA/A? 

<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 54 1: 



Met Ser Asn Tyr Ser Val Ser Leu Val Gly Pro Ala Pro Trp Gly Phe 
-85 -80 -75 

Arg Leu Gin Gly Gly Lys Asp Phe Asn Met Pro Leu Thr He Ser Ser 
-70 -65 -60 -55 

Leu Lys As? Gly Gly Lys Ala Ala Gin Ala Asn Val Arg He Gly Asp 
-50 -45 -40 

Val Val Leu Ser He Asp Glv He Asn Ala Gin Gly Met Thr His Leu 
-35 -30 -25 

Giu Ala Gin Asn Lys He Lys Gly Cys Thr Gly Xaa Leu Asn Met Thr 
-20 -15 -10 

Leu Gin Arg Ala Ser Ala Ala Pro Lys Pro Glu Pro Val Pro Val Gin 
-5 15 10 

Lys Pro Thr Val Thr Ser Val Cys Ser Glu Thr Ser Gin Glu Leu Ala 
15 20 25 

Glu Gly Gin Arg Arg Gly Ser Gin Gly Asp Ser Lys Gin Gin Asn 
30 35 40 



(2) INFORMATION FOR SEQ ID NO: 542: 

(ii SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 37 amino acids 
(3) TYPE : AMINO ACID 
(D) TOPOLOGY: LINEAR 
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(ii) MOLECULE TYPE : PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Uterus 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -18.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
<D) OTHER INFORMATION : score 3.5 

seq LLGLELSEAEAIG/AD 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 542: 



Met Aia Asn Pro Lys Leu Leu Gly Leu Glu Leu Ser Glu Ala Giu Ala 
-15 -10 -5 

lie Gly Ala Asp Ser Ala Arg Phe Glu Glu Leu Leu Leu Gin Ala Ser 
15 10 

Lys Giu Leu Gin Gin 
15 



(2) INFORMATION FOR SEQ ID NO: 543: 

<i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 66 amino acids 
! (3) TYPE: AMINO ACID 

1 (D) TOPOLOGY: LINEAR 

] (ii} MOLECULE TYPE: PROTEIN 

; (vi) ORIGINAL SOURCE: 

(A} ORGANISM: Homo Sapiens 
: (D) DEVELOPMENTAL STAGE: Fetal 

{ F) TISSUE TYPE: brain 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -40 . .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 3.5 

seq ALLCTLLLHFQNI/RR 

(xi) SEQUENCE DESCRIPTION: SEQ ID MO: 543: 



Met He lie Pro Leu Leu Glu lie Leu lie lie He Val Leu Asn Giu 

-40 -35 -30 -25 

Val Leu Leu Phe Asp Val Asn Ser Val Tyr Lys Ala Leu Leu Cys Thr 

-20 -15 -10 

Leu Leu Leu His Phe Gin Asn He Arg Arg Phe Leu Ser Ser Gin Ser 

-5 1 5 

?r- >!et Lvs Aia Val Ser Leu Leu Xaa Phe His Gin Pro Asp Phe Asp 
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10 15 20 



Tyr He 
25 



^ {2} INFORMATION FOR SEQ ID NO: 54 4: 

(i) SEQUENCE CHARACTERISTICS: 

:J (A) LENGTH: 102 amino acids 

1 (B) TYPE: AMINO ACID 

H (D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Lymph ganglia 

(ix) FEATURE: 
-i (A) NAME /KEY : sig_peptide 

(E) LOCATION: -52. .-1 

(C) IDENTIFICATION METHOD : Von Heijne matrix 

(D) OTHER INFORMATION: score 7.4 

seq LVFI IGLVGNLLA/LV 

^ (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 544: 



Mec Asp He Gin Met Ala Asn Asn Phe Thr Pro Pro Ser Ala Thr Pro 
-50 -45 -40 

Gin Gly Asn Asp Cys Asp Leu Tyr Ala His His Ser Thr Ala Arg He 
-35 -30 -25 

Val Met Pro Leu His Tyr Ser Leu Val Phe He He Gly Leu Val Gly 
-20 -15 -10 -5 

Asn Leu Leu Ala Leu Val Val He Val Gin Asn Arg Lys Lys He Asn 
1 5 10 

Ser Thr Thr Leu Tyr Ser Thr Asn Leu Val He Ser Asd He Leu Phe 
15 20 25 

Thr Thr Ala Leu Pro Thr Arg He Ala Thr Met Xaa Trp Ala Leu Thr 
30 35 40 

Gly Glu Ser Glu Met Trp 
45 50 



[M FORMATION FOR SEQ ID NO: 545: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 35 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 



si 



\~L y MOLECULE TYPE: PROTEIN 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Pancreas 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -29.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7 

seq SMIGIGSLPSCWA/CW 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 545: 



Met Leu Thr lie Val Lys Ser Pro Gin Lys Ser Tyr Leu Phe Pro Ser 
-25 -20 -15 

Ser Met lie Gly lie Gly Ser Leu Pro Ser Cys Trp Ala Cys Tro lie 
-10 -5 1 

Gin Gin Arg 
5 



BNSDOCID: <WO 9906548A2_I_> 



LD INTELLECTUAL PROPERTY ORGANIZATK" 
International Bureau 




PCT 

INTERNATIONAL APPLICATION PUBLISHED UNDER THE PATENT COOPERATION TREATY (PCT) 



(51) International Patent Classification 6 : 
C12N 15/12, C07K 14/47 



A3 



(11) International Publication Number: WO 99/06548 

(43) International Publication Date: 1 1 February 1999 (1 1.02.99) 



(21) International Application Number: PCT/IB98/01222 

(22) International Filing Date: 31 July 1998 (31.07.98) 



(30) Priority Data: 

08/905,135 



1 August 1997 (01.08.97) 



US 



(71) Applicant (for all designated States except US): GENSET 

[FR/FR]; 24, rue Royale, F-75008 Paris (FR). 

(72) Inventors; and 

(75) Inventors/Applicants (for US only): DUMAS MILNE ED- 
WARDS, Jean-Baptiste [FR/FR]; 8, rue Gr6goire-de-Tours, 
F-75006 Paris (FR). DUCLERT, Aymeric [FR/FR]; 6 ter, 
rue Victorine, F-94100 Saint-Maur (FR). LACROIX, Bruno 
[FR/FR]; 93, route de Vourles, F-69230 Saint-Genis Laval 
(FR). 

(74) Agents: MARTIN, Jean-Jacques et ah; Cabinet R6gimbeau, 
26, Avenue Kteber, F-75U6 Paris (FR). 



(81) Designated States: AL, AM, AT, AU, AZ, BA, BB, BG, BR, 
BY, CA, CH, CN, CU, CZ, DE, DK, EE, ES, FI, GB, GE, 
GH, GM, HR, HU, ID, IL, IS, JP, KE, KG, KP, KR, KZ, 
LC, LK, LR, LS, LT, LU, LV, MD, MG, MK, MN, MW, 
MX, NO, NZ, PL, PT, RO, RU, SD, SE, SG, SI, SK, SL, 
TJ, TM, TR, TT, UA, UG, US, UZ, VN, YU, ZW, ARIPO 
patent (GH, GM, KE, LS, MW, SD, SZ, UG, ZW), Eurasian 
patent (AM, AZ, BY, KG, KZ, MD, RU, TJ, TM), European 
patent (AT, BE, CH, CY, DE, DK, ES, FI, FR, GB, GR, 
IE, IT, LU, MC, NL, PT, SE), OAPI patent (BF, BJ, CF, 
CG, CI, CM, GA, GN, GW, ML, MR, NE. SN, TD, TG). 



Published 

With international search report. 

Before the expiration of the time limit for amending the claims 
and to be republished in the event of the receipt of amendments. 

(88) Date of publication of the international search report: 

8 April 1999(08.04.99) 



(54) Title: 5'ESTs FOR NON TISSUE SPECIFIC SECRETED PROTEINS 



(57) Abstract 



The sequences of 5'ESTs derived from mRNAs encoding secreted proteins are disclosed. The 5'ESTs may be to obtain cDNAs and 
genomic DNAs corresponding to the 5'ESTs. The 5*ESTs may also be used in diagnostic, forensic, gene therapy, and chromosome mapping 
procedures. Upstream regulatory sequences may also be obtained using the 5'ESTs. The 5'ESTs may also be used to design expression 
vectors and secretion vectors. 



BNSDOCID: <WO 9906548A3_I_> 



FOR THE PURPOSES OF INFORMATION ONLY 



Codes used to identify States party to the PCT on the front pages of pamphlets publishing international applications under the PCT. 



AL 


Albania 


ES 


Spain 


LS 


Lesotho 


SI 


Slovenia 


AM 


Armenia 


FI 


Finland 


LT 


Lithuania 


SK 


Slovakia 


AT 


Austria 


FR 


France 


LU 


Luxembourg 


SN 


Senegal 


Ali 


Australia 


GA 


Gabon 


LV 


Latvia 


SZ 


Swaziland 


AZ 


Azerbaijan 


GB 


United Kingdom 


MC 


Monaco 


TD 


Chad 


BA 


Bosnia and Herzegovina 


GE 


Georgia 


MD 


Republic of Moldova 


TG 


Togo 


BB 


Barbados 


Gil 


Ghana 


MG 


Madagascar 


TJ 


Tajikistan 


BE 


Belgium 


GN 


Guinea 


MK 


The former Yugoslav 


TM 


Turkmenistan 


BF 


Burkina Faso 


GR 


Greece 




Republic of Macedonia 


TR 


Turkey 


BG 


Bulgaria 


HU 


Hungary 


ML 


Mali 


TT 


Trinidad and Tobago 


BJ 


Benin 


IE 


Ireland 


MN 


Mongolia 


UA 


Ukraine 


BR 


Brazil 


Ih 


Israel 


MR 


Mauritania 


UG 


Uganda 


BY 


Belarus 


IS 


Iceland 


MW 


Malawi 


US 


United States of America 


CA 


Canada 


IT 


Italy 


MX 


Mexico 


UZ 


Uzbekistan 


CF 


Central African Republic 


JP 


Japan 


NE 


Niger 


VN 


Viet Nam 


CG 


Congo 


KE 


Kenya 


NL 


Netherlands 


YU 


Yugoslavia 


CH 


Switzerland 


KG 


Kyrgyzstan 


NO 


Norway 


ZW 


Zimbabwe 


CI 


Cdte d* I voire 


KP 


Democratic People's 


NZ 


New Zealand 






CM 


Cameroon 




Republic of Korea 


PL 


Poland 






CN 


China 


KR 


Republic of Korea 


PT 


Portugal 






CU 


Cuba 


KZ 


Kazakstan 


RO 


Romania 






CZ 


Czech Republic 


LC 


Saint Lucia 


RU 


Russian Federation 






DE 


Germany 


LI 


Liechtenstein 


SD 


Sudan 






DK 


Denmark 


LK 


Sri Lanka 


SE 


Sweden 






EE 


Estonia 


LK 


Liberia 


SG 


Singapore 







BNSDOCID: <WO 9906548A3_I_> 



INTERNATIONAL SEARCH REPORT 



A. CLASSIFICATION OF SUBJECT MATTER 

PC 6 C12N15/12 C07K14/47 



According to International Patent Classification (IPC) or to both national clarification and IPC 



Intep^^al Application No 

98/01222 



B. FIELDS SEARCHED 



Minimum documentation searched (classification system fallowed by classification symbols) 

IPC 6 C12N C07K 



Documentation Marched other than minimum documentation to the extent that auch documents are included in the fields searched 



Electronic data base consulted during the international search (name of data base and, where practical, search terms used) 



C. DOCUMENTS CONSIDERED TO BE RELEVANT 



Category 3 



Citation of document with indication, where appropriate, of the relevant passages 



Relevant to etaim No. 



WO 98 45437 A (GENETICS INSTITUTE INC. 
(US); JACOBS K. ET AL.) 15 October 1998 
Seq.ID:262 is 97% identical to Seq. 10:38 
see page 56 - page 57 
see page 63, line 9-17 

TAKAHASHI N. ET AL. : "Periodicity of 
leucine and tandem repetition of a 
24-amino acid segment in the primary 
structure of leucine-rich 
a1pha2 -glycoprotein of human serum" 
PROCEEDINGS OF THE NATIONAL ACADEMY OF 
SCIENCES USA, 

vol. 82, April 1985, pages 1906-1910, 
XP0O2O83674 

see page 1908; figure 1 



1-11, 
15-37 



1-37 



13 



Further documents are listed in the continuation of box C. 



m 



Patent family members are listed in annex. 



» Special categories of cited documents : 

'A* document defining the general state of the art which is not 

considered to be of particular relevance 
*E* earlier document but published on or after the international 

filing date 

V document which may threw doubts on priority ciaim(s) or 
which ts cited to establish the publication date of another 
citation or other special reason (as specified) 

*O a document referring to an oral disclosure, use, exhibition or 
other means 

*P* document published prior to the international filing date but 
later than the priority date claimed 



T later document published after the international filing date 
or priority date and not in conflict with the application but 
cited to understand the principle or theory underlying the 
invention 

'X* document of particular relevance; the olaimed invention 
cannot be considered novel or cannot be considered to 
involve an inventive step when the document is taken alone 

"Y" document of particular relevance; the claimed invention 

cannot be considered to involve an inventive step when the 
document is combined with one or more other such docu- 
ments, such combination being obvious to a person skilled 
in the art. 

document member of the same patent family 



Date of the actual completion of the international search 



9 November 1998 



Date of mailing of the international search report 



0 8. 01 99 



Name and mailing address of the ISA 

European Patent Office, P. 8. 581 8 Patentiaan 2 
NL-Z280 HV Rijiwi* 
Tel. (+31-70) 340-2040, Tx. 31 651 epo ni, 
Fax: (+31-70) 340-3016 



Authorized offioer 



Macchia, G 



Form PCT/1SA/210 (aeconc thwt) (July 1992) 
BNSDOCIO: <WO 9906548A3_I_> 



page 1 of 3 



INTERNATIONAL SEARCH REPORT 



Inter""~>sn3i Application No 

Pv2~-B 98/01222 



(^Continuation) DOCUMENTS CONSIDERED TO BE RELEVANT 


Category * 


Citation of document, with indication, where appropriate, of the relevant passage* 


Relevant to claim No. 


X 


Database EHBL Emest8, Entry HS1227154 
Accession number AA429129 
25 May 1997 

100% identity with Seq.ID:38 nt. 16-64 
XP002083675 

see the whole document 


3-8, 
15-37 


A 


Y0K0YAMA-K0BAYASHI M. ET AL. : "A signal 
sequence detection system using secreted 
protease activity as an indicator" 
GENE, 

vol. 163, 1995, pages 193-196, XP002053953 
see abstract 


12,13 


A 


LIN Y. ET AL.: "Inhibition of nuclear 

translocation of transcription factor 

NF-kB by a synthetic peptide containing a 

cell membrane-permeable moti and nuclear 

localization sequence" 

JOURNAL OF BIOLOGICAL CHEMISTRY, 

vol. 270, no. 24, 16 June 1995, pages 

14255-14258, XP0O205O723 

cited in the application 

see abstract 


14 


A 


WO 96 34981 A (GENSET (FR); NICOLAEVNA 
MERENKOVA I.; OUMAS MILNE EDWARDS J.-B.G.) 
7 November 1996 
cited in the application 




A 


KATO S. ET AL. : "Construction of a human 

full-length cONA bank" 

GENE, 

vol. 150, 1994, pages 243-250, XP002081364 
cited in the application 




A 


EP 0 625 572 A (KANAGAWA ACAD OF SCIENCE 
AND TECHN0L FOUNDATION (JP); KATO S; 
SEKINE S) 23 November 1994 
cited in the application 




A 


CARNINCI P. ET AL. : "High-efficiency 
full-length cDNA cloning by biotinylated 
CAP trapper" 
GENOMICS, 

vol. 37, no. 3, 1 November 1996, pages 
327-336, XP002081729 
cited in the application 




A 


W0 97 07198 A (GENETICS INSTITUTE INC 
(US); JACOBS K; MCCOY JM; KELLEHER K; 
CARLIN M) 27 February 1997 

-/- 





Forni PCT/1SA/Z10 (connnualion of second sheet) (July 1992) 



: <WO 9906546A3_L> 



page 2 of 3 



INTERNATIONAL SEARCH REPORT , , ^ M No 

lntenK**^n»l Application No 

" 3 PC : : ^:k 98/01222 


C^ContlnuaOon) DOCUMENTS CONSIDERED TO BE RELEVANT 


Category* 


Citation of dooumant, wrth indication, when* appropriate, of tha ralavant paaaaga* f 


fakwant to claim No. 


A 
A 


TASHIRO K. ET AL. : "Signal sequence trap: 
a cloning strategy for secreted proteins 
and type I membrane proteins" 
SCIENCE, 

vol. 261, 3G July 1993, pages 600-603, 
XP0OO6732O4 

HEIJNE VON G.: "A new method for 

predicting signal sequence cleavage sites" 

NUCLEIC ACIDS RESEARCH, 

vol. 14, no. 11, 1986, pages 4683-4690, 

XP002053954 

cited in the application 





Form PCT/lSA/210 {continuation of lecond Bheel) (July 1992) 



page 3 of 3 



INTERNATIONAL SEARCH REPORT 





* " National application No. 

- y PCT/IB 98/G1222 



Box I Observations where certain claims were found unsearchable (Continuation of item 1 of first sheet) 



This International Search Report has not been established in respect of certain claims under Article 1 7 (2) (a) for the following reasons: 
1 . n Claims Nos.: 

because they relate to subject matter not required to be searched by this Authority, namely: 



2. [""I Claims Nos.: 

because they relate to parts of the International Application that do not comply with the prescribed requirements to such 
an extent that no meaningful International Search can be carried out, specifically: 



3. | | Claims Nos.: 

because they are dependent claims and are not drafted in accordance with the second and third sentences of Rule 6.4(a). 



Box II Observations where unity of invention is lacking (Continuation of item 2 of first sheet) 



This International Searching Authority found multiple inventions in this international application, as follows: 

see additional sheet 



1 . I I As all required additional search fees were timely paid by the applicant, this International Search Report covers all 
' 1 searchable claims. 

2. | | As all searchable claims could be searched without effort justifying an additional fee, this Authority did not invite payment 

of any additional fee. 



3. I I As only some of the required additional search fees were timely paid by the applicant, this International Search Report 
' ' covers only those claims for which fees were paid, specifically claims Nos. : 



4. I y I No required additional search fees were timely paid by the applicant. Consequently, this International Search Report is 
restricted to the invention first mentioned in the claims; it is covered by claims Nos.: 

1-37 all partially (Invention 1. on continuation-sheet) 



Remark on Protest 




The additional search fees were accompanied by the applicant's protest. 



| | No protest accompanied the payment of additional search fees. 



Form PCT/1SA/21 0 (continuation of first sheet (1 )} (July 1 992) 

BNSDOCID: <WO 9906548A3_L> 



International Application No. PCT/IB 98/01222 



FURTHER INFORMATION CONTINUED FROM PCT/ISA/ 210 



1. Claims: Invention 1: Claims 1-37 all partially 

Nucleic acid comprising the sequence as in Seq.ID:38, 
complementary sequence, fragments, hybridizing sequences. 
Polypeptide comprising a signal peptide encoded by said 
nucleotide sequence. Vector encoding a fusion protein 
comprising said signal peptide. A method of directing the 
extracellular secretion of a polypeptide by means of said 
vector. Method of importing a polypeptide into a cell by 
means of said signal peptide. A method for making a cONA 
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MW 
MX 
NE 
NL 
NO 
NZ 
PL 
PT 
RO 
RU 
SD 
SE 
SG 



Lesotho 

Lithuania 

Luxembourg 

Latvia 

Monaco 

Republic of Moldova 

Madagascar 

The former Yugoslav 

Republic of Macedonia 

Mali 

Mongolia 

Mauritania 

Malawi 

Mexico 

Niger 

Netherlands 

Norway 

New Zealand 

Poland 

Portugal 

Romania 

Russian Federation 

Sudan 

Sweden 

Singapore 



SI 


Slovenia 


SK 


Slovakia 


SN 


Senegal 


sz 


Swaziland 


TD 


Chad 


TG 


Togo 


TJ 


Tajikistan 


TM 


Turkmenistan 


TR 


Turkey 


TT 


Trinidad and Tobago 


UA 


Ukraine 


UG 


Uganda 


US 


United States of America 


uz 


Uzbekistan 


VN 


Viet Nam 


YU 


Yugoslavia 


zw 


Zimbabwe 
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AMENDED CLAIMS 

--lort^^^^ 

2. The nucleic acid of CUm , ^ ^ ^ ^ , s 

thereto, with the exception of a Durifi,* ' , . , !eqUe " Ces complementary 

bases which are Jli^^"^^^'"^ 
correspond SEgm iClrj; " " - *"» » - 

one of me ""vebasesof 

thereto, with the exception of a purified or isolaLH „ ! ! Se " UenCK com P lOT ' e "^ 
bases whtch are silted ^"^^^"-g.f^ 

corresponding SEQ QJ under key olher " """" " *«™ - * 

5- The nucleic acid of Claim 4, wherein said nucleic acid is recombinant 
° A purified or isolated nucleic acid of at leM I s h.. .7 
under snr^en, maiiAxs ,„ fc 0 f one o ' ^ £ 

sequences complementary to me seque™*s of SEQ ID NOs 7 8 T ," h ' " "* ° f "» 
a purified or isolated nucleic acid consist™ of „ „ '""P" 00 of 

entirely in the sequences identic, ™7™J ~° ^ » *— 

key other " lhe c °™POnd,ng SEQ ID under 

r The nucleic acid of data 6, wherein said nucleic acid is recombinant 
« A punfied or isolated nucleic acid encndin„ , k "™ant 
human gene product ta™ g a sequence pani^ l^ L 'T *" ^ 
NO: 38-291, with the exception of a purifieT^TsolLed T- ^ 
consecutive bases which are situated entirely i J * ^ C °° sis,in 8 of 

corresponding SEQ n> under k "oler ^ ™ Feature - *• 

NOs: 3S 9 „ orl^rrr:^;;^ " ~ * « <* *» » 

oneoftl'sequ^SEQ^ ~ 8 3 «** «— * 

Pepude, said 1 "* * — 
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obtaining a vector according to Claim 12; and 

tatroducug said vector *> a hos, «l .* tha. said Won protein is seceted tn.o 

,4 A memod of importing » polypeptide into a cell comprising exacting sard 
with a lusion protean comprising a *4 peptide encoded by one of the sequences of 
SEO ID NOs 38-291 operably faked to said polypeptide. 

, 5 . A memod of making a cDNA encoding a human secretory protern dtt .s 

partially encodedby one ofSEQ ID NOs 3S-291, comprising the steps of 

obtauungacDNAcornpnsinsoneoftne^uencesofSEQIDNOs: 38-29.; 

contact said cDNA w,t» a detect probe composing a, leas. 15 conserve 
nud eo.ides of saw sequence of SEQ ID NO. 38-29! or a sequence complement thereto 
under conditions which permit said probe to hybridize to aid cDNA; 

identifying a cDNA which hybridizes to said detectable probe; and 

isolating said cDN A which hybridizes to said probe. 

,« An isolated or punned cDNA encoding a human secretory proteut, satd 
nun» secretoty protetn comprising the protein encCed by one of SEQ U. NOs 38-29! or a 
^en, thereof of a, leas, ,0 amtno a* said cDNA betng obtainable by the method of 



Claim 15. 



17 ThecDNAofClauniewhere.saidcDNAcomprisesthetuUproteincoding 
sequencepartiaUyincludedinoneofthesequencesofSEQIDNOs^S^l. 

A method of making a cDNA comprising one of the sequences of SEQ ID 



18. 



NOs' 38-29 1 , comprising the steps of 

' contacting a collection of mRNA molecules horn human cells with a first pnme 
25 capaWeofhybridizingtothepolyAtajlofsaidmRNA; 

hybridizing said 6rst primer to said poly A * 
reverse transcribing said mRNA to make a first cDNA strand; 
^ a secot* CDNA strar, complementary to said firs, cDNA «d ustng 
,eas, one primer comprising a, leas. ,5 nucleotides of one of the sequences of SEQ ID N 
30 38-291; and 
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